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APPENDIX A: DNA SEQUENCES 

>RXAO 0050 -upstream 

AGCAATGTCCCATTTTCCCTGCTCACCTGTATGGGCACCCGCGGCGGAAGTGGAATTGCA 
TATGGAGTTTTGATGATATTTAGCGTAACTTAAAGGAACA 

>RXA00050 

AT GAG T AAT AC C G AG AAC G T C AAC G GC G AC G T AG AAC AG C C G AAT AAC G T CAT T T C G T C G 
GAATCTCAGGAAACCCCGCAGGGTGACTCAGCATCAGCTGACTTCGCTCTCGAAACCCCA 
ACCAACACTGTTGAAGATGCACCAGCATCTGAGGGTAGCGAAGAGATCACCAGGGTTGCG 
GATACTTCTGAGGACGCCGACTCTGCAGATGCAGACAACGCGAGCAATGTAATCAATGAG 
AATGAGGACTCCTCGGAAGGTGCTAACCAGCCTTCAAACGAGTCATCCTCTACGGAAGCC 
AAATCCGGCTTCGATGCACTCGGACTGCCAGAGCGTGTTCTTGACGCTGTGCGCAAGGTG 
GGTTACGAAACTCCTTCCCCAATTCAGGCACAAACCATCCCAATCCTCATGGAGGGCCAG 
GATGTTGTTGGTCTAGCACAGACCGGTACCGGTAAGACTGCAGCTTTCGCGCTGCCAATC 
CTTGCCCGTATTGACAAGTCCGTGCGCAGCCCACAGGCACTTGTGCTTGCCCCTACCCGT 
GAGCTGGCACTTCAGGTTGCTGACTCCTTCCAATCCTTCGCTGACCACGTCGGTGGCCTG 
AACGTTCTGCCAATCTATGGTGGACAGGCTTACGGCATTCAGCTCTCTGGCCTGCGTCGT 
GGCGCTCACATCGTCGTGGGTACCCCAGGCCGAATCATCGATCACCTCGAAAAGGGCTCC 
CTGGATATCTCCGGACTGCGCTTCCTCGTGCTCGATGAAGCAGACGAGATGCTGAACATG 
G G C T T C C AG G AA G AT G T C GAG C G CAT C C T C GAG G AC AC C C C AG AC G AG AAG C AG G T T G C A 
CTATTCTCCGCAACGATGCCAAACGGCATTCGTCGCCTGTCCAAGCAGTACCTGAACAAC 
P CCTGCTGAAATCACCGTTAAGTCCGAGACCAGGACTAACACCAACATCACCCAGCGCTTC 
Q CTCAACGTTGCACACCGCAACAAGATGGATGCACTGACCCGTATTCTCGAGGTCACCGAG 
|;f| TTTGAAGCAATGATCATGTTCGTGCGCACCAAGCACGAAACTGAAGAAGTTGCTGAAAAG 
j|3 . CTCCGTGCACGCGGATTCTCCGCAGCAGCCATCAACGGCGACATTGCTCAGGCACAGCGT 
'« GAGCGCACCGTCGACCAGCTGAAGGACGGCCGCCTGGACATCCTCGTTGCAACCGACGTT 
I! J GCAGCCCGTGGTCTTGACGTTGAGCGCATCTCCCACGTGCTTAACTTCGACATTCCAAAC 
• ! L: GACACCGAGTCCTACGTTCACCGCATCGGCCGCACCGGCCGTGCAGGACGTACCGGCGAG 
GCAATCCTGTTCGTGACCCCACGTGAGCGTCGTATGCTTCGCTCCATCGAGCGCGCAACC 
AACGCACCACTGCACGAAATGGAACTGCCAACCGTCGATCAGGTCAACGACTTCCGCAAG 
;i GTCAAGTTCGCTGACTCCATCACCAAGTCCCTCGAGGACAAGCAGATGGACCTGTTCCGC 
!:3 : ACCCTGGTCAAGGAATACTCCCAGGCCAACGACGTTCCTCTAGAGGACATCGCAGCGGCA 
m CTGGCAACCCAGGCACAGTCCGGCGACTTCCTGCTCAAGGAGCTCCCACCAGAGCGCCGT 
; U GAGCGCAACGACCGCCGTCGTGACCGTGACTTCGACGACCGTGGTGGACGTGGACGCGAC 
: j CGTGACCGTGGCGACCGCGGAGATCGTGGCTCACGCTTCGACCGCGACGACGAGAACCTG 
:J GCAACCTACCGCCTCGCAGTGGGCAAGCGCCAGCACATCCGCCCAGGCGCAATCGTTGGT 
\% GCACTTGCCAACGAAGGTGGCCTGAACTCCAAGGACTTCGGCCGCATCACCATCGCAGCC 
;J GACCACACCCTGGTTGAACTGCCAAAGGATCTCCCACAGAGCGTTCTTGACAACCTGCGC 
GACACCCGCATCTCCGGCCAGCTCATCAACATAGAACGCGACTCCGGTGGACGCCCACCA 
CGCCGCTTCGAGCGCGATGACCGTGGCGGACGCGGCGGATTCCGCGGCGACCGTGATGAC 
CGCGGTGGACGTGGACGTGACCGTGACGATCGTGGAAGCCGTGGAGGTTTCCGCGGTGGA 
CGTGACCGTGATGATCGTGGCGGACGCGGTGGATTCCGCGGACGCGACGACCGCGGAGAC 
CGTGGTGGCCGTGGCGGTTACCGTGGCGGACGCGAC 

>RXA00050-downstream 
TAAGAGTTCGTTTTAGCTTCAGC 

>RXA00157 

GCCCGCATCGTTGCTGAGCAGCGTGAGGCGGAAGCCGTCGAAAAGAAAGTCCAGACCGAG 
GCTGCAATTGCCGCAAACAGCGAGCAGCTCAATGTCTTGACTACCAATCGCAGTACCTTG 
GTTGCCCAGCGTGATGGGGCTGAGCGCAACTTGGCCATCGCTCGTGCGCAGGCGGATAAT 
CTGCAAGGTCAGCGTGCTGAGTACGAGGAATTCCAGCAGGCAGAGCAGGCTCGCATCCAG 
GCGGAAGCGGAAGCTCAGGCTGCTGCGGAGGAGAAGCGTCGTGCCGATGAGGCTGCTGCA 
CAGGCAGCCGCTGAAGCTCAAGAAGCTGCCCAGCAAGCTCAGGCGGCGGAGGAAGCCCAA 
GCCGCGCAAGCAGCTGAGACAGCACAAGCCCAAGCCGCGCAAGCTGCGGAAACCCAAGCT 
GCACAAGCCGCGCAAGCTCAGGCAGAAGCGAATGATCGTGCCGCCGCGCAACAGCGTGCT 
GCAGAGGCTCAAGCAGCAGCGGAACAGGCGCAACGTGAGGCTGACGCTCAGGCGGCCAAC 
GATGCCCAAGCTCAGGCACTGCGTGAACAGGCGCTCACCGCAGCCTCCATCGCTGCGGCT 
GCTCTAATTGCGGCGAGCCAGTCCAGCCATGCCACTACTCAAAATCCTTACCCAACTGAT 
GAAGACGCGGATCCGACCGATATTGCGGACATCCAAGGCCCAACGCAGCCAGGTACGGGT 
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GAG T C T G GAG AT T C C C AG AGC AAC T C C AG C G AC AAC GAT T C C AC AG G C AAC GAT T C C AC A 
GGCTCTGACTCTTCAGATTCAGATTCCTCCGGCAACGATTCTTCAGAGGTTATTTCCGGC 
GATCGTTCCGCTCAGATTGAGACTGTGATTGCGCGCGCCATGAGCCAGTTGGGTGTGCAG 
TACGCATGGGGTGGCGGTAACGCTAATGGCCCAACTCTGGGTATCCGTGACGGTGGCGTG 
GCGGACTCTTACGGCGATTACAACAAGGTTGGCTTCGACTGCTCTGGACTGACCTTGTAT 
GCGTTTGCGGGTGTGGGAATTTCACTTCCTCACTACACGGGCTACCAGTACCAGCACGGC 
ACCAAGGTGTCGCCTTCTGAGATGCAACGTGGCGATCTGATCTTCTATGGTCCGGGAGCG 
TCTCAGCACGTGGCAATTTACCTCGGTGATGGTCAGATGATTGAGGCTCCGAATTCGGGT 
TCTGTCGTGAAGATTTCTCCTGTTCGCTGGAGCGGAATGACCGAGAGCGTGGTACGCCTC 
ATT 

>RXA00 157 -downstream 
TAGTTTCCTCCTATGAATCTTGA 

>RXA000 60-upstream 

TGAAAGCAATATTAGACCATCAATGATTAGGAATGGAAATTAGGGGTCTGGTTTGGGTGA 
ATGTGTCGCTAATTTTTCCACTCGCCTACACTCGGGAGGC 

>RXA000 60 

GTGACTGAGAAGACTGACCAGACCTTAATGCTTATCGACGGCCACTCGATGGCTTTCCGC 
GCATTCTTTGCTTTGCCGGCTGAGAATTTCTCCACGTCGGGCGGGCAGGCCACCAATGCT 
GTCTATGGCTTTCTCTCGATGCTGTCCACGTTGTTGAAGGATGAGCAGCCTACTCATGTG 
i;3 GCGGTGGCTTTCGATGTGGGGCGTAAGACGTTCCGTACCGATATGTTCCCGGCGTATAAG 
?,3 GCGCAGCGTGAAGCAACGCCACCTGAGTTTAAGGGCCAGGTGGAAATCCTCAAGGAGGTG 
{;ff TTGTCCACTTTGGGAATTACGACTATTGAGAAAATCGATTTTGAGGCTGATGATGTGATC 
j ; j GCCACGTTGTCTGTGGCGGCGAAACCTTTAGGCTTTAAGACGCTGATTGTTACGGGTGAC 
CGTGATTCCTTCCAGTTGGTCAATGACACCACCACGGTGTTGTATCCGATGAAGGGCGTG 
jl- TCTGTGCTGCACCGTTTCACGCCGGAAGCAGTGGAGGAGAAGTATGGACTGACACCGAGG 
CAGTATCCGGAGTTTGCAGCGCTGCGTGGTGATCCTTCCGATAACTTGCCTAATATTCCT 
GGCGTGGGCGAGAAGACTGCTACCAAGTGGATTGCCCAGTATGAAACTTTGGATAATTTG 
-J CTTGATCACGCTGATGAGATCAAGGGCAAGGTTGGCGCCAGCCTGCGTGAGCGCATTGAG 
- CAGGTCCGGATGAACCGCAAGCTCACGGAGATGGTGAAGGATCTGGAGCTGCCGCTTGGT 
O CCGGACGATTTTGAGATGAAGCCTGTGCAGGTTGCGGAGGTTGCGGCGAAGTTTGACGAT 
j;ft CTGGAGTTTGGTACCAATTTGCGTGAGCGGGTGCTGGCGGTGGTGAAGGCCGAGGGTTCC 
ill GCTGCCCCCGTGGAGGAAGTGGAAGCGGAACAGGTTGTCGTCGATACGCAATCTTTGGCG 
n CAATGGCTGCCTGCTAGGGCTGGCCAGGCGCTTGCTTTAGCGCTGGCTGGAGTGGCTAAA 
CCTGCTGCTGGCGACACGTATGCGCTAGCGATTGCGGATACCAAGCGCCATGCGGTGTTG 
;;f GTTGATGTGGCTGATATTTCAGCGGAGGATGAAAAGGCGCTGGCCACGTGGTTGGCGTCG 
GAAGATCCAAAGATGCTGCACGGCGCTAAGGCCGCCTATCATATGCTCGCTGGGCGCGGT 
TTTGAGCTGCACGGCGTGGTGCATGACACGGCGATCGCGGCATACTTGCTGCGTCCGGGC 
CAACGCACCTATGAGCTTGCCGACGTCTACCAGCGGCATCTTCAACGACAGTTGTCTACA 
AACGACAATGGCGGCCAGCTCACGCTGCTCGACGCAGCTGATGACCAATCGCTTGTTGAT 
GAT G T CAT T G C AAT CC T T GAG C T G T C T G AAG AA T T G AC C AAAC AG C T T C AG GAG AT T C AA 
GCTTTTGAGCTTTACCATGACCTGGAAATTCCGCTGTCGGGAATTCTGGCGCGCATGGAG 
GCCATCGGTATCGCTGTTGATGTTGCCACTTTGGAAGAGCAGTTGAAGACTTTCATTGGT 
CAGGTTGCTCAGGAAGAGGAAGCAGCTCGCGAGCTCGCTGAGGATCCAACCCTGAATCTC 
TCGAGCCCGAAGCAGCTGCAAGTGGTGCTTTTTGAGACGTTCGGAATGCCGAAAACCAAG 
AAAACCAAGACCGGCTACTCTACGGCTGCCGCGGAAATTGAAGCCCTAGCGATCAAGAAT 
CC GC ACCC AT TC CT AG AT C ACC T GT T GGC AC ACCGTCAGT AC CAAAAG AT G AAG ACC ACT 
CTGGAAGGTCTCATCCGTGAGGTGGCTCCTGATGGCCGTATTCACACCACCTTCAACCAG 
ACGGTGGCGTCTACGGGACGTTTGTCATCCACTGATCCCAACCTGCAAAACATTCCTGTG 
CGCACTGAGGCTGGCCGAAAGATTCGTTCGGGATTCGTCGTAGGCGAGGGGTATGAAACC 
TTGCTGACTGCCGACTATTCGCAGATTGAAATGCGCGTGATGGCTCACCTTTCCCAGGAC 
CCAGGCTTGATTGAGGCGTACCGCGAAGGCGAAGACCTGCACAATTACGTGGGTTCCAAG 
GTGTTTAATGTGCCCATCGATGGCGTGACCCCTGAGCTGCGTCGCCAGGTCAAGGCCATG 
TCTTACGGTCTGGTGTACGGCTTGTCCGCGTTTGGTTTGTCTCAGCAGCTGAGCATTCCT 
GCTGGCGAAGCGAAGCAGATCATGGAGTCCTACTTCGAGCGCTTCGGCGGAGTACAGCGC 
TACCTCCGGGAGATCGTGGAGGAGGCTCGAAAAGCTGGCTACACGGAAACGCTCTTTGGG 
CGTCGTCGCTACCTGCCGGAACTGACCTCGGATAACCGTGTCGCTCGTGAAAACGCTGAA 
CGTGCCGCACTGAACGCCCCGATTAGGGAACTGCCGCAGACATCATCAAGGTGGCCA 
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>RXA000 60-downstream 
TGATCCGGGTGGACCGTTCACTC 

>RXA000 61-upstream 

CGGAACTGACCTCGGATAACCGTGTCGCTCGTGAAAACGCTGAACGTGCCGCACTGAACG 
CCCCGATTAGGGAACTGCCGCAGACATCATCAAGGTGGCC 

>RXA00061 

ATGATCCGGGTGGACCGTTCACTCAAGGAAGCTGCCGTGAAATCTCGCGTGCTGCTTCAG / 
GTGCATGATGAATTGGTCGTGGAAGTAGCGGCCGGTGAGTTGGAACAAGTCCGTGAGATT 
CTGGAACGCGAAATGGATAACGCCATCAAGCTGTCCGTTCCTTTGGAAGTTTCAGCTGGT 
GATGGCGTTAACTGGGATGCTGCAGCGCAC 

>RXA00061-downstream 
TAAGAGGTAACTGCCTTTTCGTC 



>RXA00066-upstream 

TCTTCTGGATCTGAAACGTTAAGACGGTAGGCTCAATTCCGTGGCTTTGTATAGCAAGTA 
TCGACCGGCAAGTTTTGGTGAACTAGTTGGGCAGTCGCAA 

>RXA000 66 

£3 GTGACTGACCCTCTGTCCGCAGCTTTGGATAGCGGGCGCATCAACCATGCGTACCTTTTT 

«.-3 TCGGGTCCGCGTGGTTGTGGCAAGACGTCGTCGGCACGCATCCTTGCCCGGTCCCTCAAC 

ffl TGCGTGGAAGGCCCAACTTCCACGCCGTGTGGGGTGTGTAATTCTTGCGTAGCGCTGGCC 

O CCGGGTGGCCCTGGAACCCTTGATGTAACAGAGCTCGACGCCGCGAGTAACAATGGTGTC 

„g GATGACATGCGTGAACTGCGCGAACGCGCGAACTACGCCCCGGCGGAATCTCGCTACCGC 

|=f% GTGTTCATCATTGACGAAGCCCACATGATCAGTACCCAAGGCTTCAACGCCTTGCTGAAA 
ATCGTTGAAGAGCCACCAGCGCACCTGATTTTCATCTTCGCCACCACCGAGCCGGACAAA 

! !S t ATGATCGGTACGATCCGTTCCCGCACGCACAATTACCCATTCCGCCTGCTCACCCCAGGG 

iM GATATGCGCAAAGTGCTGAAAAATGCGGTCGATGGCGAAGGCGTCCACGTCGACGATTCC 

^ GTTTACCCACTGGTCATCCGCGCCGGCGGCGGCAGCCCCCGCGACAGCCTCTCCATCCTC 

Q GACCAGCTCATCGCCGGCTCGGGCCCGGAGGGCTTGACATATGAGCGCGCCTTGCCGCTG 

\M CTCGGTGTCACAAGCTTCACGCTTATCGACGATTCGATCCATGCCCTTGCATCTAAAGAC 

'LJ: AACGCAAGCATGTTCACCACGATCGATAACGTCATCGAAGAAGGCCTCGAACCGCGACGC 

Jg TTCACGATCGACCTTCCTTCGGACCCGCTCCGG 



>RXA00095-upstream 

CTGATCTCGAAGTTGTCACCTGCATTAGTCATGCACACTATTCTGCCACGTCTGGCTGTC 
GACTATGCGTGTCCACCCCACCTAGTAGGTTATTGGGGTA 

>RXA000 95 

ATGAATACTTCTCCTTTTACCCCAGGTTCCCCCGATCTCATCGATGGCTTGAATGAGCAA 
CAGCGTGCTGCTGTGGAGCATATCGGTTCTCCGCTGCTGATTGTCGCTGGTGCTGGTTCA 
GGCAAGACTGCTGTGTTGACCAGGCGTATTGCTTATTTAATGCGTTACCGTGGTGTGCAT 
CCGCAGCAAATTTTGGCCATTACCTTTACCAATAAGGCTGCCGCTGAGATGCGTGAGCGT 
GTCAGTCAGCTGGTGGGCCCGGTTGCGGAGCGCATGTGGGTGGCTACGTTCCACTCGGTG 
TGTGTGCGTATTTTGCGTCAGCAGGCGCAGTTGGTGGAGGGGCTGAACACTAACTTCACT 
ATTTATGATTCGGATGATTCGAGGCGTTTGCTCACGATGATCGCCAAGGATCTGGAGTTG 
GATATTAAGAAGTTCTCGGCGCGTACGTTGCTGGGTGCTATTTCTAATTTGAAAAATGAG 
TTGGTTACTCCGCAGGAGGCTCTTGCGGATGCTGAACGCACGCACAATCCTTATGAAACA 
GTCGTGGCCAGGGCGTTTTCGGAGTATCAGAGCAGGCTTCGCCGTGCCAACGCTGTGGAT 
TTTGATGATTTGATTGGGGAGACTGTTCGGATTTTCCGGGAGCATCCACCTGTTGCGGAG 
TATTACCGCAGACGTTTCCGCCACGTGCTGATCGATGAGTATCAGGACACCAACCACGCT 
CAGTATGAGCTGATTTCTACGCTCGTCGGCAAGCCTGACCAGGATCCGTCTGAGCTGTGT 
GTTGTGGGTGATTCGGATCAGTCTATTTATGCTTTCCGTGGCGCCACGATCCGCAACATT 
GAAGAGTTTGAGCGCGATTTCTCCAACGCCCGCACCATTTTGCTGGAGCAGAATTACCGT 
TCCACCCAGACGATTCTTTCTGCTGCCAACGCGGTGATTTCTCAAAATGAGAACCGTCGA 
CCTAAAAACCTGTGGACTGCGCTGGGGGAGGGCGAGCAGATCATTGGTTATGTTGCCGAC 
AATGAGCACGATGAAGCCCGTTTTATTGCTAGTGAGATCGACAATTTAGTTGACCACGGC 
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ATGAGCTATTCCGACATCGCGATCATGTACCGCACGAACAATTCCTCGCGCGCACTAGAG 
GATGTCTTCATGCGCACCGGCGTCCCCTACAAAGTAGTCGGCGGCACGAAGTTCTACGAA 
CGCAAAGAAATCCGTGACATCATCGCTTACCTGCGCGTTTTAGAAAACCCCGATGACACC 
GTCAACCTCCGTCGCATCATCAACACCCCCAAGCGCGGCATCGGCGATCGCGCGCAGGCG 
TTCATCGCGCTGCACAGCGAGAACAATCAGATCAGCTTCGGGCAAGCGCTTCTCGACGCC 
GCCCTCGGCAAGGTCGACCTGCTTGGAGCGCGCGGCAAGAATGCGGCGATTAAGTTCAAT 
GAGCTTTTCGACGCCCTCCGCTCCGAACTCCCCACCATGGTCAATGAGGTCACCGGCCTG 
CCAGACATCGGCCAAGTCATCAGTCGCATCCTCGACATCACTGGCTACAAGGCAGAACTT 
GAGGCATCCAACGACCCTCAAGATGGCGCACGCCTAGACAACCTGAACGAGCTTGTCTCC 
GTGGCCCGCGAGTTCTCCTCCGACGCCGCAAACCGCATGGTTAATGAAGTTCCAGAAGGC 
GAAGCCCAACCGGGCAGCTTACAGGCATTCTTGGAGCGAGTCTCCCTGGTTGCCGACGCC 
GACCAAATCCCCGATTCCGACAACGGCGTAGTCACCCTCATGACCCTGCATACCGCCAAG 
GGCCTTGAATTCCCCATCGTGTTCCTCACAGGCTGGGAAGACGGACAGTTCCCACACCTG 
CGTTCCCTTGGTGATGCCAAAGAACTTGCCGAGGAACGCCGCCTCGCCTACGTGGGTATC 
ACCCGCGCCCGCAAGCGCCTCTACATGACCAGAGCCATGCTGCGTAGCTCCTGGGGCAAC 
CCGGTGACCAACCCACCGTCACGTTTCCTCCAAGAAGTGCCCGCAGAACTCATCGATTGG 
AGGCGCGAAGAACCCCAGATGTCTTCCGCCTGGGCTCCTCGACCCACCCGAAGCATCCCC 
ACCAAAACTCGCACCAACAATAAGCAGTTGGATCTGTCGGTGGGGGATCGCGTCAATCAC 
GACAAGTACGGCTTGGGAACCGTGCTCTCTTCAGATGGCAGCGGCCCCCGAGCCACCGTC 
ACCATCGATTTCGGTTCCTCCGGCAAGGTTAGATTGATGCTTCTTGGTGGCGTCCCGATG 
GAGAAGCTA 

>RXA000 95-ciownstream 
TAGCCCCAATCACGGCGCACACC 



>RXA00103-upstream 

GAGGATTTCTCCGGTGCCTTGGGCGAGACGATGGGTGAGGATCGAATCATCAATCTGAGC 
AGTCATGTTCTCAATTCTAGATGTTTGGTTACATTAAGGC 

>RXA00103 

ATGGCTAAAAGCATTCTTTCCCGATTCCGACCTCAAGTAGCGGAGTGGTTCCGGGATGTC 
TTTGCATCTCCGACCCCTGTTCAGGAGGGAACGTGGGAGGCGGTATCTAAGGGGAAGAAT 
GCCCTCGTGGTGGCGCCGACCGGTAGTGGTAAAACCTTGGCTGCGTTTTTGTGGGCGTTA 
GATTCCCTCACTGAACAAACAGGTCAACAGGTTTTAGACACGGGAACACCGGTGCCTGTT 
CGTGGTGGGAAAGTGAAAGTGCTCTACATTTCCCCACTCAAAGCGCTTGGCGTGGATGTA 
GAAAATAATCTGCGTGCACCGTTGACCGGTATTGCGAGGACTGCCTCTCGGATGGGTTTG 
GATGTGCCCAATATCACTGTGGCGGTTCGTTCGGGTGATACGCCATCGGCGGAGCGGGCC 
CGGCAGGTGCGTAAGCCTGCACACATTTTGATCACCACTCCGGAGTCGGCGTATTTGATG 
TTGACCTCAAAAGCGGGGGCGACCCTTTCGGATGTTGATGTGGTGATCATCGATGAAATC 
CACGCCATGGCCGGAACCAAACGGGGAGTGCACCTGGCGTTGACTCTGGAGCGTTTGGAA 
AAGCTCGTGGGGCGGCCTGTGCAGCGAGTTGGTTTGTCTGCAACGGTGCGTCCTTTGGAA 
ACGGTGGCGGGATTCTTGGGCGGTGGCAGACCCGTTGAGATTGTGGCTCCACCTGCGGAG 
AAAAAGTGGGATCTCACTGTCACTGTGCCGGTGGAAGACATGTCGGATTTGCCGGTTCAG 
GAGCCGGGATCAACTATTGGTGAACTAGTCATGGATGATCCGTTGGGGATTACTGGCGAA 
TCAGCGCTGCCTACTCAAGGCTCGATTTGGCCACACATTGAGCAGCAGGTGTACAACCAG 
GTGATGTCGGCGAAATCGACCATCGTGTTTGTAAATTCCAGGCGTTCCGCGGAGCGTTTA 
ACCAGTCGGTTGAATGAAATCTGGGCGATGGAACACGATCCGGAATCGCTGTCGCCGCAG 
CTGCGAAGAGATCCGGCGCAGATTATGTCGTCAGCGGATGTGGCAGGAAAAGCACCACAG 
G T GAT C G C AC G T G C G C AC C AC GG AT C C G T AT C C AAAG AT G AAC G T G C C AC C A C C G AAAC C 
ATGCTGAAGGAAGGTCGGTTGCGCGCAGTTATTTCCACCTCCTCGCTGGAGTTGGGCATT 
GATATGGGTGCCGTGGACCTGGTGATTCAGGTGGAATCGCCACCGTCCGTGGCAAGTGGC 
CTGCAGCGCGTGGGGCGTGCGGGGCACACGGTGGGGGCGACGTCGATAGGCTCCTTTTAT 
CCCAAGCACCGCTCCGACTTGGTGCAAACCGCGGTGACCGTGCAGCGGATGAAGGAAGGG 
CTGATCGAAGAGATCCACGTGCCCAAAAACGCGCTTGATGTACTGGCACAGCAGACGGTG 
GCGGCTGTCTCGATTAAAGATGTGCAGGTCGATGAGTGGTACGAGACTATTCGCAAGGCG 
TATCCGTACCGGGATTTGGCGCGCGAAGTCTTCGATTCCGTCATCGACCTGGTCAGCGGT 
GTGTATCCCTCCACAGATTTTGCCGAGCTGAAGCCACGTGTGGTGTACGACCGGGTTTCA 
GGCGTGCTGGAGGGCCGGCCAGGATCCCAACGCGTAGCAGTGACCAGTGGCGGAACAATT 
CCCGATCGAGGAATGTTCGGAGTCTTCCTCGTCGGCGATGGTCCCCGGCGCGTCGGCGAG 
CTCGATGAGGAAATGGTCTACGAATCCCGCGTGGGCGATGTGTTTACGCTCGGGGCGTCG 
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AGTTGGCGGATTGAAGAGATCACCCGCGACCAGGTACTGGTCACTCCCGCGCCGGGTCAC 
ACGGGTCGGCTGCCTTTTTGGACGGGCGATGCCGCAGGCCGGCCCGCTGAGCTGGGTAAA 
GCTTTAGGCGCTTTTCGACGCTCGACCCTCACCGATCCATCCAGCTCCGGCTTGGAAGGC 
TGGGCGCACGACAACCTGATCGCCTTTTTACAGGAGCAGGAAGAATCCACCGGTGTGTTG 
CCGGATGAGAAGACGTTGGTGTTGGAGCGTTTCAAAGATGAACTAGGCGACTGGCGCATT 
GTCCTGCACACTCCTTATGGACGAGGAGTAAACGCAGCATGGGCTTTGGCCGTCGGGGCG 
AAAATCGCTGAAGAGACCGGCATGGATGCGCAAGCCGTGGCAGGTGATGATGGCATTGTG 
CTTCGGTTGCCGGAAGGGGATGAAGATCCCAGCGCAGCGTTGTTTATGTTTGAGGCGGAA 
GAGATCGAAACGCTAGTGACAGAGCAGGTGGGTAACTCTGCGCTGTTTGCCAGCAGGTTC 
CGTGAATGCGCCGCGAGGGCCCTATTGCTGCCGAGACGAAACCCCGGCAAGCGCGCACCG 
CTGTGGCAGCAACGACAACGAGCAGCACAGCTTCTTGATGTGGCCAGAAAGTACCCGAGT 
TTCCCGATCATTTTGGAAACAGTGCGCGAATGTCTTCAAGATGTTTACGATCTGCCCGCT 
CTGAAGAATCTCATTGAGGATCTACAGCTGCGGAAGGTAAGAATCGCGGAAGTCACCACC 
CAGCAGCCCAGTCCTTTTGCCTCCGCATTGCTGTTCAATTACACCGGTGCATTCATGTAC 
GAAGGCGACAGCCCGCTCGCAGAGAAACGTGCCGCAGCGTTGGCCCTGGATCCGGCACTG 
TTGGCGAAATTGCTGGGTGAGGTGGAGCTTCGACAATTACTGGATCCCGACATCATCGCA 
GAAGTGCACCAACAATTGCGCAGGCAAGGCGATCGTGCGGCGAGAAACAATGAAGAACTC 
GCAGATTCTTTGAGGATTTTAGGACCGATTCCTTTGGATGAATTGGGCGAACACATCACC 
TTTGAAAACCCAGACCTGGAGGATCGAGCAATGACTGTTCGGATCAACGGTCGGGAACAT 
TTAGCGCAGGTCTTGGATGCACCTTTGCTTCGAGATGCCTTAGGTGTTCCCGTACCGCCT 
GGTGTGCCTGCGCAGGTAGAAACCATTACGGATGCGTTGGAACAGTTAGTCAACAGGTGG 
GTTCGTACCAGAGGGCCATTTACTGCGAATGATTTGGCAGAAGCCTTTGGACTGGGCATC 
O GCCACGGCGATCACCGCCCTTCAAAGCGCACCTGTGATTGAAGGCCGCTACCGACAAGGC 
*,3 GTGGACGTGCAGGAATACTGTGCGACAGAAGTGTTGTCGATCATAAGGCGACGCAGCCTC 
j|r| GCAGCAGCGAGGAAACAAACCAGGCCGGTATCGCAATCAGCCTTTGCGCGATTCCTGCTT 
|;3 GATTGGCAACAGATCGCACCGGTGGGCGCCACACCTGAACTTCGAGGCGTTGATGGCACC 
"| TACACAGTCATTGAACAACTCGCCGGTGTACGTCTTCCCGCCAGTGCGTGGGAAGATCTC 
GTGTTGCCGCGCCGGGTTGCCGACTATTCACCGATCCATCTCGATGAGCTGACCTCCAAT 
GGGGAAGTCCTCATCGTGGGAGCGGGCCAAGCCGGAAGCCGCGATCCGTGGATTAGCTTG 
^ CTGCCCGTGGATTATGCGGCGCAGTTGGTGGGGGAGGCGTCGACAAGCATGAGCCCATTG 
^ CAGGACGCCGTGCTTGACCAGCTGCGTGCGGGAGGCGCCTTCCTGTTTTCTGACATTCTC 
5! _ GAAGAGAATTTCGGCTACACCACAGCCCAGCTGCAAGAAGCGATGTGGGGGCTGGTGGAA 
□ GCAGGCCTGGTCAGCCCTGATAGCTTCGCGCCGATCCGCGCGCGCCTAGCGTCGGGAACC 
(;R ACGGCGCATCGGGCGAAACGTCGACCAGCGAGATCCCGGCTGCGCACCCGCACCAGCTTC 
Pjj GCGAGCGACGTGCCCCCAGACATGCGCGGACGATGGACGCTGTCCGTGCAACCCGCCGAC 
■ : J GCCACCAGCCGCTCCGTCGCACACGGCGAAGGCTGGCTCGACCGCTACGGCGTGCTCACC 
;.| CGCGGGAGCGTCGTCGCCGAAGACATCGTCGGAGGCTTCGCCCTGGCCTACAAAGTGCTC 
TCCGGCTTCGAAGAAAGCGGCAAAGCGATGCGCGGCTACTTCATCGAAGGGCTCGGCGCC 
:=s? GCGCAATTCTCCACGCCCGCCATCATCGACCGCCTCCGCGGCCACGACGATTCCCCCGAC 
GTCGAAGGCTGGCCCTCCGGCGCCACCGACCCAGACGTCTACCTCATAGCCGCCGCCGAC 
CCCGCAAACCCCTACGGCGCCGCACTTCCCTGGCCTGAGCAGGGGCCCAGCCGCGCCGCC 
GGAGCTATGGTCGTGCTTTGCGACGGACTCCTCCTCGCCCACCTCACCCGCGGCGGGCGC 
ACCCTCACCGTGTTCTCCGACAATATCCCCAAAATCGCGACAGCCCTAATCACATACGAA 
AGGCTCACGGTAGAAAAAATCAACGGCGACAACGTCTTCGACTCCCCACTCCTGGAACAA 
TTCCGCAAACACGGCGCCACCATCACCCCGAAGGGAATGCGATTTCGACCACCAGTGGCA 
CGGGAAACCCCCTCAGATACGCTTCCCACCAGGACTTTTCGTGGAGGCTTCGGACGGCGC 

>RXA00103-downstream 
TAACCTGATGACATGCCAGAAGG 



>RXA00163-upstream 

TGAAACTTCTTCTTGCATCCAACAACGCAAAGAAACTCAAGAGAACTCCAGCGGATT 
>RXA00163 

TTGGATCAAGCAGGCCTGGATTCCGTTGAATTGCTTGCGCTGCGTGATGTCGAGGCATAC 
GACGAGCCGATCGAAGACGGCCGCACTTTTGCCGACAACGCACAGATCAAAGCGCGCGCC 
GGGGTAACCCACACAGGCATCGCCACGATCGCCGATGATTCCGGCATCGCTGTCGAAGAA 
CTCAACGGAATGCCCGGCGTTTTGTCCGCACGCTGGTCCGGCGCACACGGCAACGACACC 
GCCAACAACGAGCTGCTTCTTGCCCAAATGGAACATGTTCCCGACGAGCGCCGCAACGCA 
GCCTTCGTGTCCGTATGCGTGCTTGCACTTCCGGACGGCCAAGAATTTGTTCAGGAAGGC 
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CGTTGGGAAGGCCAACTCCTACGCGGACCTAAGGGCGAAAACGGTTTCGGATACGATCCA 
CTGTTCATTCCAGCAGAGGAAATCGATGGACAAGGACGCAGCTCCGCTGAACTTTCCGCA 
GAGGAAAAGGACGCTTTGTCCCACCGAGGTCAAGCGCTGCGCGGATTGGTTGAGAAGATC 
GCACAGGTAGCTGCGGCTAGC 

>RXA00 163 -downstream 
TAAGGCCTTAAGGAAAACTAAAA 

>RXA0 02 08 -upstream 

CGGCCAATTTTTTCTTTTGTGGGGGTGCCTCTTACGCATTTCCTGAATTTTTGTTAGGCT 
T GCCTAG GTCAGT TAAAGAT ATATCGAT AAGAGGT T T T C C 

>RXA002 08 

ATGAACACTCCAGCGCCCCGCAAACGACGCGAAATGAAAATCAAGACAGCAACCGTCACT 
GGTGTGCGTCAAATTTCCCCCGATCTCATCCGCTTCAGCTTCGACTGCCCAGAAATCGTT 
GGCGCCGACCTGGGGTTCACGGACCATTACATCAAGATCCTCTTCGTGCCAGCAGGTGCG 
GATTACTCCTGGCCTTTCGACATGGCAGAAATTGCGGAAACCCAGCCCCGTGAGCTGCAA 
CCAGTGCGCCGCACCTACACTTTCCGCACGGTTGACACTGTCGCAGGCACATTTGACATA 
GATTTCGTTGCGCACGGCACCGATGGCCTTGCCGGTCCTTGGGCGCAGCAGGCACAGGTA 
GGTGATGTCATCGCGTTCGGCGGCCCAGGTGGCGCATGGAAGCCAGAAACCACCTATGAG 
CACTACGTTCTCGCAGGCGATGAAGCCGCAGCACCCGCAATTTTCGCAGCCTTAGAACAC 
CTACCCGCCGGCACCACCGCCAAAGCCTTCATTGAAATCTCCTCCAACGAAGCGCGTTTC 
O AACGCCCCAGCCAGCGACAACATCGAGGTTGTCTGGGTGCCCCGCGACGGCGCCACCCAC 
k ,5 GGTACATTGCTTATCGACGCCCTCCGCCAGGACGGCTACCCAACCAAGAAAACTTCCTGG 
0 TTCATCCACGGAGTCGCCGAAATGGTGAAGGAAACCCGCAAATTCCTCTTCGTGGAAGGC 
j; j AACGTAGACAAAGCTGATGCATCCATTTCCGGATACTGGCGCCTTGGCATGACCGAAGAC 
s: 2 CAGTGGCAGGCCTCCAAGCGGGAGTTCAATGAGCAAAATGAGGCAGAAGAACTCGCGCTC 
0 AGCAAGGCA 

'*% >RXA0 02 08 -downstream 

TAAGGGCAAGGGGTTCTAGAAAG 

1'3 >RXA00212-upstream 

Cil TTAGAGCGTGCCGCTACTCGTGGTGATGGTCGCGTGGGCGAGGACATCACGGCCAATGCT 
jfjj CGCGTGATCGAAGATATCCCGCACCAGCTTCAGGGCACTG 

>RXA00212 

ATGAATATCCTGTGCCTGCTGTGCTGGAAATTCGCGGTGAGGTGTTCATCACTGTGGAGG 
"~ ATTTCCCAGGAGGTCAACGCGCAGCGCATTGCTGATGGTGGCAAGCCGTTTGCCAACCCG 
CGTAATGCTGCGGCTGGTTCTCTGCGTCAGAAAAATATTGAGGACGTGAAGAAGCGCCGC 
CTGCGGATGATCAGCCATGGCATCGGTTTCACTGAAGGCTTTAGCCCTGCGTCTCAGCAT 
GATGCGTATCTGGCATTGGCTGCCTGGGGTTTGCCCACCTCGCCGTACACAGAGGCTGTG 
ACTGATCCAGAAGATGTGGTGAAAAAGGTCAGCTACTGGGCTGATCACCGCCACGACGCA 
CTCCATGAGATGGATGGCCTGGTGATTAAGGTCGATGACATCGCATCTCAGCGTGCTTTG 
GGTTCCACCAGCCGCGCGCCTCGCTGGGCCATTGCGTACAAGTACCCTCCGGAGGAGGTC 
ACCACCAAGCTGCTTGATATTCAGGTTGGCGTTGGTCGCACCGGCCGTGTCACCCCATTC 
GCGGTCATGGAGCCGGTTCTTGTTGCAGGATCAACGGTGTCTATGGCGACGCTGCATAAC 
CAGAGCGAAGTCAAGCGTAAAGGCGTGCTCATCGGTGACACCGTGGTTATCCGCAAGGCG 
GGCGAGGTTATCCCAGAGGTGCTTGGCCCTGTCGTAGAGCTTCGTGACGGCACAGAGCGC 
GAGTACATCTTCCCAACGCTGTGCCCTGAATGCGGTACCCGTCTGGCGCCCGCGAAGGCC 
GATGACGTGGATTGGCGTTGCCCCAACATGCAAAGCTGTCCAGGTCAGCTGTCCACGCGT 
TTGACCTACCTTGCTGGTCGTGGCGCTTTTGATATTGAAGCATTGGGCGAAAAGGGCGCT 
GAAGACCTCATTCGCACCGGCATTTTGCTTGACGAGTCTGGCCTGTTCGACCTCACAGAG 
GACGATCTGCTGAGCTCCAATGTCTACACCACCAACGCCGGCAAAGTAAATGCCAGCGGC 
AAGAAACTGCTGGACAACCTGCAAAAATCCAAGCAGACCGACCTCTGGCGAGTCCTCGTG 
GCATTATCTATCAGGCACGTAGGCCCCACCGCAGCGCGCGCCCTTGCAGGTCGCTACCAC 
TCCATCCAGGCGCTTATCGACGCCCCCCTCGAGGAACTCTCCGAAACCGATGGAGTAGGT 
ACCATCATTGCCCAATCCTTCAAGGACTGGTTCGAGGTTGATTGGCACAAGGCCATCGTG 
GACAAGTGGGCAGCCGCTGGTGTGACTATGGAGGAAGAAGTAGGGGAGGTCGCTGAACAA 
ACCCTTGAAGGCCTAACCATCGTGGTCACCGGAGGGTTGGAAGGCTTCACCAGAGATTCG 
GTGAAGGAAGCCATCATCTCCCGTGGCGGAAAAGCCTCTGGATCTGTCTCGAAGAAAACT 
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GACTACGTGGTGATTGGTGAAAACGCAGGTTCCAAGGCCACCAAGGCAGAAGAACTAGGG 
CTGCGCATTCTGGATGAGGCAGGATTCGTCCGTTTGCTCAATACCGGCTCAGCTGACGAA 

>RXA00212-downstream 
TAGTCGCACATGAAAATGCCCCA 



>RXA00213-upstream 

AGGTCTGCACCCATTCATACGCGAATTTTGACGTGAGTTTTAGCTTTCCGAGCACCTGTG 
CGAATGGCCGTGTCCACCCTTAGGGTTAGAATCGGGAACC 

>RXA00213 

GT G AC T G AAG AT AAT GC T C AAC T G C G T AG AAC G T G G AAC G AC T T AG C C GAG AAG G T T C G T 
TATCACCGAGATCGTTATTACAACGAACAGCCAGAGATCCCTGATGCTGATTTTGATGCG 
CTTTTTAAGCAGCTTCAGCAGTTGGAAGAAGACCACCCGGAGCTCGCCGTCCCTGATAGC 
CCCACCATGGTTGTGGGCGCTCCGGTGGCAGAGCAATCAAGCTTTGACAATGTTGAGCAC 
- TTGGAGCGAATGCTCAGCTTGGACAATGTTTTTGATGAGCAGGAGTTGCGTGATTGGTTG 
GGCAGGACGCCAGCCAAGCAGTATTTGACGGAGTTGAAAATTGATGGCTTGTCCATCGAC 
TTGGTGTATCGCAATGGCCAGTTAGAGCGTGCCGCTACTCGTGGTGATGGTCGCGTGGGC 
GAGGACATCACGGCCAATGCTCGCGTGATCGAAGATATCCCGCACCAGCTTCAGGGCACT 
GATGAATATCCTGTGCCTGCTGTGCTGGAAATTCGCGGTGAGGTGTTCATCACTGTGGAG 
GATTTCCCAGGAGGTCAACGCGCAGCGCATTGC 

1:3 

Q >RXA00213-downstream 

|!n TGATGGTGGCAAGCCGTTTGCCA 



j;fi >RXA002 14 -upstream 

^ CTAAAACTCACGTCAAAATTCGCGTATGAATGGGTGCAGACCTGCTTAAAACCGTACCGG 
t% GGGCACCCGGTGTCCCATGCGACTATTAGGGTTAGGAACC 

>RXA00214 

O ATGAACTCACCAAGCAATCCATCTCCCACCGTCCCAAGCTTGGACACCACCAAGATGCTC 
tft TCCTTCGACCTGGAAACAACGGGCGTCAATCCCTTTGACACCCGCATCGTCACCTCCGCA 
j'U ATGGTTACGATCACCAGCAAAGGCGCTGAGCCTATTGAGCTATTGGCTGACCCCGGCATC 
GAAATCCCCGAGGCCGCCACTGCAGTCCACGGCATCACCACCGAACATGCCCGCGCCAAC 
r% GGCCGTCCGCACGATGAGGTGTTAGCCGAAACCATCTCCAGGCTGCGCGCCGGCTGGCAG 
f% GCAGGACTGTCGGTCATTGTCTTCAACGCATCCTATGACCTGACCGTATTAAGAAACCAT 
GATCCAAGCTTCACCATCGACGGCCTAGTTTATGACCCCTTCGTTATCGACAAAGTCAAA 
GACCGTTACCGCAAAGGCAAGCGCACACTCACTGATATGTGTGCTCACTACGACGTTCAA 
TTAGGCAACGCCCACGAAGCCACCTCAGATGCGCTCGCAGCCGCACGCATCGCCTGGAAG 
CAGGTCCGCCTGTGGCCAGAACTCACCAAGATGACAGGCGAAGAACTCATGGAGTTCCAA 
GCAGTCAACTATTACGAGCAACAAAAGAGCTTCCGTAGCTATCTCATCGGGCAAGGCCGC 
GATGCCAGCGATGTGAACACTTCATGGCCAGTGCAAACTGACCCCGCATCC 

>RXA00 2 1 4 -downstream 
TAAACCGCGCCAGATTTCTACCT 

>RXA00313-upstream 

GATCGTCTTGCCGATGCTGGTATTGAGGTTGTGGATACCGCAGATGGCGCTACATGGAAA 
T T GC AG T AAT T AC AGAC AC T T T T AAGG AG AT AAT T TAAAC 

>RXA00313 

ATGGCAGGAAATGACAGTCGTCGAGGCGGCTTACGCAAGACCAATAAAAAAGGTGCAACC 
AAGGGCAGTGGCGGACAGGTTCGTCGCGGTCTGAAAGGTAAGGGGCCTACCCCTAAAGCT 
GAGGATCGCACCTATCACGCAGCTCACAAGCGCAAGGTGGAGCGTGATCGTCGTGATCGT 
GGACGCCACCAGCGTGAAATGCCAGAGTTGGTTGTGGGCCGTAACCCAGTGCTGGAATGT 
CTGCATGCACGCGTTCCAGCGACTGCTTTGTATGTTGCAGAGGGTGCGGCGAACGATGAG 
CGTCTGAGCGAGGCAGTGCACACTGCGGCTGGCCGAAATCTTCCAGTGCTGGAGGTTAAC 
AAGCTGGAGCTGGATCGTATGACCGGCAACGGCATGCACCAGGGCATCGGCCTGGCGATC 
CCTCCTTACGAGTACGCAGATGTTCATGATCTGATCGCCAATGCTGCGGCTTCTAAGAAG 
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CCAGGCATGTTCGTGATTCTGGATAACATCACCGACCCACGTAACTTGGGTGCTGTGATT 
CGTTCCGTCGGTGCTTTCGGCGGCAACGGTGTCATCATTCCGGAGCGTCGTTCAGCATCT 
GTGACCGCTGTTGCATGGCGTACTTCTGCTGGTACCGCAGCGCGTGTGCCAGTGGCGAAG 
GAAACCAACATGACTCGTGTCGTGAAGGAATTCCAGCAAAACGGTTACCAGGTCGTCGGC 
CTTGACGCTGGCGGCGACCACACTTTGGACACCTACGACGGCACCGACAACGTTGTCATC 
GTCGTCGGTTCTGAGGGCAAGGGAATTTCCCGTCTCGTTCGCGAAAACTGCGACACCATC 
ATGTCCATACCCACCGAGGGCTGGGTTGAATCGCTGAACGCTTCGGTTGCTGCCGGCGTC 
GTGCTGTCGGAGTTCTCGCGCCAGCGTCGCATTAAGGGT 

>RXA00313-downstream 
TAAGCCGGAGGTTGGCGTCGAAA 

>RXA00341-upstream 

GACCCATACCAAGACCTATCTGGGGAACCTCGACCCTTCTGTGCCCAAGGAAACTCAACA 
CCCCTGCATATACTTTTCCGCTGTGGAACAATGGGAGCGC 

>RXA00341 

ATGAAGCTCTATGCAGCAGTCCTCGACTTTGAACCAGTGGCACAAGAGTTCGGTGTGGAG 
CGAGGTTTTGACCCTCATATCCACGACGAAGCCGCGTCAAGTGTCGATAGGTATGCGCAA 
GAGCGGGAAGATCTCCTGCACATGCCCTTTGTCACCATCGATCCCGTAGGTTCCAGAGAC 
CTCGATCAAGCTGTGCTGATTGAGGAGATCGACAGCGGATTTCGGGTGCATTACGCGATT 
GCAGATGTCGCAGCCTTCGTGGAGCCGGGCAGTGAATTGGAAAAGATTTCCCTTCACCGC 
GGGCAGACTATTTATCTGCCGGATTCCCCAGCGCGACTGCACCCTGAGGAATTATCCGAA 
■;3 . GATGCGGCAAGCCTGCTGGAGGGACAAACGAGACCAGCGGTTGTGTGGTCGATTGATCTA 
$M GATGAACGTGGCGAAGTCACAGCCACCAAGGTGCGTCGCGGGTTGGTGAAATCCCGGGCG 
□ CGTTTGGATTATGATCAGGCTCAAATAGATGCCGAGAATGGTCGGTTGCATCCGTCGATA 
s: S AGCTTATTGCCCAAGGTCGGGCAGCTGAGGCAGGAAAGCGCGCTACGGCGCGAAGCCGTG 
m AATCTTTCTATTCCCAGCCAGCGAGTGGTGAAAGTGCCCAATGATGACGCCGGTGAACAC 
TATGAAATTGTCATCGAGCCACGCCCGCACATCATGGATTACAATTCCGAGATTTCCCTG 
CTCACAGGCATGGTAGCGGGGGAGATGATGGTGAAAGCGGGGCACGGTTTGCTGCGTACA 
l~ CTCGCCCCGGCGACCAAAGAATCCGAAGCTACTTTCAGATCAGAGGCGCAAGCCCTTGGT 
!!,_. TTTGAGATCGCGCCCGAACAACCCATCGGTGAGTTTCTTCAAAGTGTGGATCCCAATACG 
W CCCAAAGGGATGGCCATTCAGAGGGAAGCACAGAAACTCTTGCGGGGCTCCGGCTACGCC 
^ AGCGTGAAAAATGGGGACTCGGAAGTGCATTCCGGTGTTGGTGGTTACTATGCTCACGTC 
1' LI' ACCGCACCGCTGCGCCGACTTATCGACCGTTTCGCCACCGAACATTGCCTTGCGATTGCC 
■!J TCCGGAACGGACGTTCCTGAATGGGTGACCAGGGTGGAAGAGCAAGTTCTCGACACCATG 
Q AAATACTCCTCCATTTTGGCCAGCCAAGTGGATAATGCCTGCCTCGACCTCACAGAAGCC 
ACCGTGTTGAAATACTGGGAGGGCCAAAACTTCAACGCGGTGGTTGTAGCGAGCGAACCT 
GAAAAGAACTCTGCTCGACTTTTTGTGTACAAACCGCCAGTGTTGGCAAAGTGTATTGGC 
G C C C C AG AAC AG G G AAC AAAC C AAG AT G T C AC AC T G G T G AC T GC G AAC T T G AAGAAGC G T 
GAAGTTTTGTTTGCGTGGCCGGCTGAC 

>RXA00341-downstream 
TAAGCATGCAGGCTGGTTAAGTA 



>RXA003 61-upstream 

CCTATATGATTAGTTACCTCAGACTACCTGCACCGCGTGGGCTGCTTTCACTTGGACTTT 
CGGCAAAGACAAGTAGAATTAGCCCCTAGTC 

>RXA003 61 

ATGACTACTTCTGAAACTGCCCCATCAAAGGCTTCCCTGTATGAACTTTTAGAGGGCGTA 
TCCCTCTCCGACGAGCGCACGTTTAGGCGCCGACTGTCCAAAGCCCGCGCGCCCAAGGCG 
CTTGGTGCGATTAAGGCTGATATCGATAAGGCACGCTTGCTTATCGACGAAAAGAGCCAG 
TTAATTCCGTCTATCACCTACCCAGAAAACCTTCCGGTGAGTTCCCGGCGCGATGATATC 
GCCGAGGCTATCCGTGATAATCAGGTGGTTATTATCGCCGGTGAGACTGGTTCGGGTAAG 
ACGACTCAGATTCCTAAGATTTGTTTGGACCTAGGCCGTGGCCGGCGTGGGCTCATTGGC 
CACACACAGCCACGTCGATTAGCAGCTAGGACCGTCGCCGAGCGCATCGCCGATGAATTG 
GGGCAAGACATCGGCGAATCGGTGGGTTATGCGATTCGTTTTGATGATCGAGTTTCCTCG 
CATACATCCGTGAAGTTGATGACGGATGGTATTTTGCTTGCTGAAATGCAGCGGGATCGT 
TTCCTCAATGCGTATGACACCATCATCATCGATGAGGCGCATGAACGTTCCCTCAACATT 
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GACTTCATTCTGGGTTATTTGCGCCAGTTGTTGCCTAAGCGCCCTGATCTTAAAGTCATT 
ATTACCTCCGCAACGATTGACCCTGAGCGTTTCGCGGAGCACTTTGCTGATGCTTCTGGA 
AAACCAGCACCAATTATCGAGGTCTCCGGCCGCACCTTCCCGGTAGAGATCCGTTATCGC 
CCACTTGAGGTAT TAGACGGCGATAAAATTATCGATACCGATCCCCTTGACGGCTTGTGT 
TCTGCTTTGGAAGAGCTCATGGCTGAAGGCGACGGCGATATCCTCTGCTTCTTTGCCGGT 
GAGCGTGATATCCGCGATGCCATGGAGGCAATCGAGGCCCGACGCTGGAAAGGTGTGGAA 
GTCACTCCCCTGTTTGGCCGCCTGTCCAACCAGGAGCAGCACCGTGTATTTAGCCCGCAC 
TCTGGTCGACGCATTGTGCTTTCCACCAATATCGCAGAGACATCCCTGACGGTTCCGGGC 
ATTCACTACGTGGTTGATACCGGTACGGCGCGTATCTCTCGTTATTCAGTGCGCACCAAG 
GTGCAGCGCCTTCCGATTGAGAACATTTCCCAGGCCAGCGCAAACCAGCGTTCTGGTCGT 
TGTGGTCGTGTCGCAGACGGTATTGCGATTCGTTTGTATTCCGAAGATGATTTCAACTCT 
CGCCCAGAGTTCACCGATCCGGAAATTCTGCGCACCAACTTGGCGAGCGTTATTTTGCGC 
ATGGCGTCGCTGCGTCTTGGCGATATTAATGATTTCCCCTTCGTCCAAGCCCCAGAGCAA 
CGCTCCATCAGGGATGGTATTTTGCTGCTCCACGAGTTGGGCGCACTCACCGACGACACC 
CAAGCCGATGGTTCACCGCAGCTCACCCAGATCGGTAAAGACTTAGCCAACATCCCAGTC 
GATCCCCGCATGGCCCGCATGCTCGTAGAAGCCAACACTCTAGGCTGCCTGCATTCTGTC 
ATGGTCATTGTGTCCGCTCTGACGATTCAAGATGTTCGCGAACGCCCCCTGGAATTCCAA 
GCCCAAGCTGATCAAGCCCACGCTAGGTTCAAGGACACCACCTCAGATTTCTTAGGCTTT 
TTGAAACTGTGGGAGTACATCGCCGATCAGCGCAATCAAAGCAGCGGCAATTCCTTCCGC 
AAGCAGATGAAAAAAGAATTCCTCCACTACATGCGTATCCGCGAGTGGTGGGATTTGGTG 
CGCCAATTAGAGCAGATTGGCCAGCAACTTGGTTGGGCAAAGAAGGAG 



>RXA00407 

CTTAATGTTGCTCAAGTTGAGGCATTGGCGCGAGCGGGAGCGGTGGACTGCTTGGGGGTC 
GGACGTCGACAAGCATTATGGCAAGCGGGCGTCGCAGCGACCGAAAAACCTGGAATGCTG 
CCTGGCCTTTCGGTGATTGAAGCTCCGGCGTTGCCGGGGATGAGCGCCTTTGAGCTGATG 
GCGACCAATATTTCCGCCACGGGAGTCACCGCGGATTATCAGCCGATGGCGTTGATTCGG 
GAGCGGATGGAGGAGCTGGGGATCGTGCCGGCGGATCGGCTATTGGAGGTGGAAGATGGC 
ACGCGGCTGCGGATCGCTGGCATTGTCACGCACCGGCAGCGCCCGCAAACTGCGTCGGGG 
CTGACATTTTTAGGGATGGAGGATGAGACCGGGCTGATGAATGTGATGGTGTCCGTTGGG 
TTGTGGCAGCGGCAGCGCGTGCTGGCCAGAAATGCCAAGGCGTTGATTATTCGAGGGATT 
GTGCAGAATGCGCAAGGGGTGGCGACAGTTGTCGCTGACCGGTTGGAACCGTTGGACATG 
GGGGAGTTTCTCAGCCGTGGCTCACGAGATTTTCGA 



>RXA004 14 -upstream 

ATTATCGTGGTCCAAATTGGAAAGAATCCTCTCAGGTAAAAAGGTCGAATCTCTGCGTCC 
GGTGCTGCATGAGCCGGATGCGCAGGCGCCTTCATCTGCC 

>RXA00414 

ATGCAGGGGGAAGCGTCGGTTCCTTTTGCCGAGCTGCATGCCACCAGCAGTTATAACTTT 
CTCACTGGCGCATCGGATCCGTCTGATGTGGTTGTGCAGGCCAAAAAGTTAGGACTTGCT 
GCTCTATCAGTCATGGATAGGGATGGTTTTTATGGTGCAGTGAGATTTGCGGAAGCTGCC 
GCGGAAGCTGGAATGCATACCGTTTATGGTGCGGAGCTGAGTCTGCAAGAAGGCGTGTTG 
ACAGTCTTGTGTAAAAATCCGGAAGGCTACAAAAAGCTCAGTCACCTGATCAGTGACGCG 
AAAATGGCACGGGGAGAAAAGGGGAAGTTCGCTATCCGCCGCTGCCAATGGTTGCTGAAC 
ATGCTGCAGGGGATTGGGTGGTCCTTGCAGGTTTTCAGTGGTTGGACAAAATCGACTATG 

>RXA00414-downstream 
TGATCGATTGCTTTAAACCGGAA 



>RXA004 15-upstream 

TGTGTAAAAATCCGGAAGGCTACAAAAAGCTCAGTCACCTGATCAGTGACGCGAAAATGG 
CACGGGGAGAAAAGGGGAAGTTCGCTATCCGCCGCTGCCA 

>RXA00415 



>RXA004 07-downstream 
TAAT T T GG CAAAG T G G AC AT TAT 
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ATGGTTGCTGAACATGCTGCAGGGGATTGGGTGGTCCTTGCAGGTTTTCAGTGGTTGGAC 
AAAATCGACTATGTGATCGATTGCTTTAAACCGGAAAATATTGTGCTGGAATTCGGTTCA 
ACCATGACACCGGAAGACGCCGACCGCAATGAATACCTCAGAAGAACGCAAGCCAAATTC 
CAGCTTCGAGGCATCCTAAGCACCAACCCAGAATCCGCTGCCCGGGGGAGCGTGCGGCTT 
GCCGGCGCCAAGCAGGCACTAGCCCGCAAGATGCCGCTTGCCGACGCCGAAAGCGAGCTA 
CATCCCATGGGCACTACCTGGATGCGCAGCGGGGATACATTGTTAAAAGCACACCCTGAT 
TACGCGGATCTCATTGCAACCACGGTGGAATTAGCTGCTGAATGTGCTTTCACCCTAGAT 
TTGGTGGCCCCGAATCTGCCCAAGTGGGATACCCCTGGTGAACACACGGAAATGTCCTGG 
CTTGCGCACCTGGTTTCCACTCGGATTGATACCCGCTATGTGGGGCGCTCCGCAGACATC 
AAAGCACGAGCTGCCACACAAATTGACTATGAATTAGGCGTTATTGAAAAGCTGGGTTTT 
CCAGGCTATTTCCTCGTCGTTAATGATCTGGTGGAGTTTTGTCGCGATTCCAATATTTTG 
TGCCAAGGCAGAGGTTCCGCGGCGAACTCGGCGGTGTGCTTTGTCCTAGGCATCACCAAC 
GCGGAGCCGATCTCTGCTGGATTGTTGTTTGAACGGTTTTTATCTCCTGACCGGGATGGT 
CCACCAGATATTGACATTGATATTGAATCCGGCAGGCGCGAAGAAGTAATCCAATACGTG 
TATGAAAAATACGGAAGGGATAACGCAGCTCAAGTAGCCAATGTCATTACCTACCGAACA 
AAAGGCGCGATGCGTGATGCTGCCCGTGCACTGGGTTACCCGCAAGGTGCTGCCGATGCC 
TGGGCTAAAGGAACCTCGGAACCACCCGATGATGTGCTGGAATTAGCTGCGCAATTTAAA 
GGGCAACCACGGCATTTGGGTATTCACTCCGGTGGCATGGTCATTTGCGATCGCCCCATC 
GCCGATGTGGTGCCAGTGGAATGGGCTCGGATGGATAACCGCTCGGTTGTGCAATGGGAT 
AAAGATGACTGTGCCACGGCAGGCTTGGTCAAATTCGACCTTTTGGGATTGGGCATGTTG 
GAAGCCATCCATCACATGCTGGATCTGGTGGCAGAACACCGAGGTAAAAAGATCAATTTG 
TGGGAACTAGATCTGGCGGAACCGGAGGTCTATGACATGTTGTGCAAGGCAGATGCCGTG 
GGTGTGTTCCAGGTGGAATCACGTGCGCAGTTATCCACGCTGCCTCGACTCAAGCCCCGC 
'.3 ACCTTCTTTGACCTGGTCGTGGAGGTAGCTCTGATTCGTCCAGGTCCCATCCAAGGCGGA 
U% TCGGTGCACCCGTATTTGCGGCGCCGTGCTGGTGAAGAGGCCATCACTTATGACCACCCC 
O GTGTTGGAAAAGTCTTTGGGTAAAACCTTAGGAATCCCACTGTTTCAGGAACAGCTCATG 
SI S CAGGTAGCTGTTGATGCTGCAGGTTTTAGTGGTGGGGAAGCGGATTCCTTGCGCAGAGCG 
i;f| : ATGGGGTCGAAACGCTCACCTGAACGCATGGCTGCGTTGCGCTCGCGGTTTTTCCAAGGG 
^ CTGAAAGATACCAATGGGATTGTGGGGGAGACCGCCGAGAAACTGTGGAACAAAATTGTG 
i% GCCTTTGCTGCCTACGGTTTTCCGGAATCGCATTCGCAGTCGTTTGCGTCCTTGGTGTAT 
,! * - TTCTCCGCGTGGTTTAAATACCACTACCCGGCTGAATTCTGCGTGGGATTATTGCGGGCA 
CAACCCATGGGTTTCTATTCACCACAGTCTTTGATCAGTGATGCCAGACGCCACGGCGTG 
*3 AGTATCCTGCCGATCACGGTCAATGATTCCGGTGTGGAGGCC 



| t .rf 



>RXA004 60-upstream 

AGTCGGCGAAAATTTCCCCGCGGTATAAGTTTCCATCAAGTTTGATTGCAGTCACGCCCG 
C TAT TAT T C C ACC C T T T T C C AAG G C C T T AC AA T C AAAC AC 

>RXA004 60 

ATGCCGGAACACCCACTTCACGTTATCTTCGACAATCCTGTCATCCCTCCCAACACCGGA 
AACGCCATCCGAATGTGTGCAGGAACAGGCGCTCACCTGCACCTTGTTGAACCTTTAGGC 
TTTGAGCTGACAGAAAAGCACCTTCGCCGAGCAGGCCTTGACTACCACGACTTAGCCGAT 
GTCACAGTGCATGCAACCTTCGATGAAGCCATGGCTGCAGTCCCTGGTCGCGTATTTGCC 
TTCACCACAACGGCCAATACCCGCTTCACCGATATCGCTTTTGAACCTGGCGATGCACTC 
CTTTTTGGAACTGAACCAACAGGACTCCCTCAAGAACATGTTGAGCATTCCCGAATCACC 
AGTGAGCTTCGGATCCTA 



>RXA005 38 -upstream 

AAC T GCC AGG T CG ACC AAAT T GC TCGCC AAGC AG AC TCCGAAAAAC AC GGGTAATT CAT A 
TGGCTTGTATCTAATCCATACTGAACAGAGGACCTCTCCT 

>RXA00538 

ATGTCTCGCATTTCTGCGCGCACTCTGGCAATCGCACTTGCCGGTGCAACCGCGGCCAGC 
CTGGCAGTTGTTCCAGCAGCAACAGCTAATCCTGCCGGAACCGCTCCTGTCATCAACGAA 
ATCTACGAAGGCGGTGGAAACAGCGGATCGTTGTTCTCCAACGACTTCATTGAGCTCTAC 
AACCCAACCTCAGGGGACATTTCCCTCGACGGTTGGAGCGTTACCTACTACGCAGCCAAC 
GGTAACTCCGGCGGAACCACAAACCTGACCGGAAACATCCCTGCCAACGGTTACTACCTC 
ATCCAGCAACGCGCAGGCAGCAACAACACCGGCGCTCTGCCTACCCCAGACGCCACCGGT 
AACTTGGCAATGGGTGCCTCCCAAGGATCAGTTGCACTGACCGACAACTCTGGCCTAACC 
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GCTGACCTTGTCGGATTCGGTGGCACGTCCATGTTTGAAGGAACAGCTGCTGCACCTGAG 
ACCAGCAACAAATTGTCTGTTCAACGCAAAGAAGTTGGCGCTGAGTCTGATAACAACTCC 
GTAGACTTCGAGACTGGAGCTCCAACTCCAACGTCCTCGGGAGGATCCGCTCCTGTTGAC 
CCAGGCGAGCCAGAAACTCCAGTAAACCCTGGGGAAACAGTCTCCATCGCACAAATCCAA 
GGAACCGGTCTCGCTACCCCACTCGAGGGTCAGACCGTCACCACCGAAGGTATTGTCACT 
GCCGTTTACGCAGAAGGTGGCTTCAACGGTTACTACATCCAGACACCTGGATCTGGTACT 
GCACCAAAGGTTGCTGGCGACGCATCCGACGGCATCTTCGTCTACGTGGGAAGCAATGGT 
TCCTACCCAGAGCTCGGCGCATCTGTCACCGTCACTGGCAAGGCCACCGAACACTACGAG 
ATGACTCAGCTAGGCAACTCCTCCTTCACCGTTTCGGACACCGCATTCGAGCCAGTAACC 
CCACTCGAACTGGACACCGTTCCTACTGGCGATGACATTCGCGAAGCATACGAAGGCATG 
CTGCTGAAGCCAACCGGCGCTCACACCGTGACCAACAACTACGCAACCAACACCTTCGGT 
GAAATTGCCCTCGCCCCAGGTAACGAGCCTTTGTACCAGGCCACTCAAATGGTGGCACCG 
GGAGCCGAAGCGATTGCGTACGAGGCGGAAAACGTCGCAAAGCAAATTACGCTGGATGAC 
GGACGCTCCGGCAACTACACTCGCGGCGACTCCAGCACGCCTATGGCATGGCTTGTGCAG 
GACGGTGGC 



>RXA0054 2 

GCCCTCTTTCTCACCGTTAACGTTTGGCGTCAGGCAGCTGAAAACGTTGCAGAGTCCCTG 
TCCAAGGGTATGCGCGTTATCGTCACCGGTCGCCTCAAGCAGCGCTCCTATGAAACCCGT 
GAGGGCGAAAAGCGCAGCGTTTTTGAGGTCGAAGCGGATGAAGTCGGACCATCACTAACA 
TTTGCCAAGGCAGATGTCCAGCGCACACCGCGCGGTGGAAACTCTGGCGGAAACTACGGT 
GGCGGCAACCAAGGTGGTGGCCTCGGTGGAAACCAAGGCAACCAGCAAGGTGGATTCAGC 
AACCAGAACTCTGGCGGCTTCGGTGGAAACCAAGGCAACCAGCAGCAAAGCAACCAGGGC 
GGATTTGGTGGAAACCAAAACCAGTCCCAGGGTAACAACTTCAACCAAGGTGGATTTGGC 
GGAGGCAGCCCACAGGCAGCACCGGACAATGACCCTTGGAATTCTGCACCACCAGCTGGC 
TCCGGCGGGTTCGGCGGCGCAGACGATGAGCCACCGTTC 

>RXA0 05 4 2 -downstream 
TAAAGCTTTTCTTTTCTAAAACA 



>RXA0054 3-upstream 

GCTCCGGCGGGTTCGGCGGCGCAGACGATGAGCCACCGTTCTAAAGCTTTTCTTTTCTAA 
AAC A T T C AC AAAC AC T C AAAAACC AC G AAAG G C AG G GAT C 

>RXA005 4 3 

ATGAAGCTGATCCTCACCGCCGCCGTTGAAAACCTTGGTGTCGCTGGCGACATCGTAGAG 
GTTAAGAACGGCTACGGACGTAACCTGCTGCTCCCCCGTGGCCTGGCAATCGTAGCCACC 
CCGGGTGCTGAGAAGCAGATCGAGGGCATCAAGCGTGCCCAGGAGGCTCGCGAGATTCGC 
GACCTCGACCACGCTCGCGAAGTTAAGGTAGCACTGGAAGCACTTGAAGGTGTTACCATT 
GCAGTCCGCACCTCCGAGAGCGGAAAACTGTTCGGCTCCGTTAAGACTGACGACATCGTC 
GACGCAGTCAAGGCAGCCGGCGGCCCGAACCTGGACAAGCGTGCCATTGTTCTCCCGAAG 
AACCTGGTTAAGACCACCGGTAAGTACCAGGTAGAAGCAAAGCTCACCGACGGAATTGTT 
TCCGCG 

>RXA0054 3-downstream 
TGAAGTTTGAGGTCGTCGCAGCG 



>RXA0054 4 -upstream 

AGTTGGAAATCACAAAGCCTCGGGGTGGGGGCTTTCGTGCCTTCTGGAAAGGCCTATGCA 
GGGGC TAG AG T G AAC T T AG AAT C AG AT T GG G G AAAAG AAA 

>RXAO054 4 

ATGGCTACAGATACACACGCCGCAAGTTTTGATGATGACTACGTACCTCCACAGGAGCCA 
AGCGATTCCTTCGCGGATGACGCACACGTAGATGTCCCTGCTCCGGCGTTTGAAGATTTC 
TCCCCGGCCCAGGCCTTTGGTCAGGGAACTAGGGGAGGAGACTCTCAGGGCTTCAAGAAG 
AGGGGTCGCAAGGACGAGTCCCGTGAATACCGAGACTTCCGCCAACCTCCCTATGACAAT 
GACGCTGAGATGGGCGTGCTGGGCGCGATGCTGCTCAGTCCGACCACGGTCATCGACATT 
CTGGATATCCTCACCCCAGAAGACTTCTACAGGCCGTCCCACCAGCTGATTTTCCAGGCG 




Appendix A, page 1 1 




Attorney 




•cket No.: BGI-130CP 



ATCATTGACCTGTTCAGTGACAACCGTGATATTGACCCCGTGATTGTCTCCGGTCGCCTC 
GATCGAACCAACGATCTGGACCGCGTCGGCGGTGGCGCGTACCTCCACGACCTCATCCAG 
TCCGTTCCCACCGCAGCCAACGCGCGCTACTATGCGGAAATCGTTTCGGAAAAGGCAGTG 
CTTCGCAGGCTTGTCGACGCCGGCACCCGCGTCGTCCAGCTCGGCTACGAGGGCGATGAA 
GGCGCCGAAATTGACGCGGTGATTGACCGCGCGCAGCAAGAAGTCTTCGCCGTTTCCCAA 
AAGAATCAGAGCGAAGACTATGCAGTCCTAGCCGATATTCTGGATGAAACCATGGCTGAG 
CTGGAAATGCTCAACGACGGCGGCATCGCCACCGGTATTCCAACCGGCTTCAAAGATCTC 
GATGACCTCACCAACGGTCTGCGCGGTGGCCAGATGATCATCGTTGCAGCTCGTCCTGGT 
GTGGGTAAATCCACCATCGCCTTGGACTTCATGCGTTCGGCATCCATCAAGAACAACATG 
GCGTCTGTCATTTTCTCCTTGGAAATGTCCAAGTCAGAGATCGTGATGCGTTTGCTCTCT 
GCAGAAACAGAAATCCGCCTGGCTGATATGCGTGGTGGAAAGATGGATGAAACCGCATGG 
GAAAAGATGGTGCAGAAGTTAGACAAGGTAGCCCAGGCACCTTTGTTCATCGATGACTCC 
GCGAACCTCACCATGATGGAAATCCGCTCCAAGGCCAGAAAGCTGAAGCAGAAGCATGAT 
CTGAAAATGATCGTGGTGGACTACCTCCAGCTGATGAGCTCCGGTAAACGCGTGGAATCC 
CGTCAGCAGGAAGTCTCCGAGTTCTCCCGTCAGCTCAAGCTGCTGGCCAAAGAACTCGAT 
GTGCCGTTGATCGCGATTTCCCAGCTGAACCGTGGACCTGAATCCCGTACCGATAAGCGA 
CCACAGCTTGCTGACCTTCGTGAATCCGGCTCGCTGGAGCAGGACGCCGATATCGTTATG 
CTGCTATACCGCCCAGACTCCCAGGATAAGGACGACGAGCGCGCGGGCGAGGCCGACATC 
ATTTTGGCTAAGCACCGTGGTGGCCCGATCGATACCGTCCAGGTGGCGCACCAGCTGCAC 
TATTCACGTTTTGTGGACATGGCGCGCGGT 

>RXA0054 4 -downstream 



>RXA005 4 5-upstream 

GCTGACGCAACGACCCTCCTGCTATGCCAACGACGGCATGGCCGAAAAAACAATTACTAG 
ACCATAGGAGGTGATGAGGTCCGTGCGTCAATACGAACTT 



>RXA0 05 4 5 

ATGATCATTCTCGATCCTTCTCAGGATGAGCGCACTGTTGCCCCGTCCCTGGATAAATTC 
CTCGAGGTTGTCCGCAAGGACAAGGGTGACGTTGTGAAGGTTGATGTTTGGGGCAAGCGC 
CGTCTTGCATACCCAATCGACAAGAAGGAAGAGGGCGTTTACGCCGTCGTCGATCTCAAG 
TGTGAGTCTGCGACCGTACTCGAGCTCGATCGTGTTCTGAACCTGAATGATGGTGTCCTG 
CGCACCAAGGTTCTG 



>RXA0 05 62 -upstream 

TTCGTTTTCGCAAAGCCCGGCTTTTGCTCTTTCTTCCACTAGATTGGATACAACAAGTCA 
G G G AAG AAAG AAG C G T G AAG T G T C T G AAG A T C G T G AAT AT 

>RXA005 62 

AT G G AC G CG G AC C C G C T GAT T G AGG AT G AC G T TAG T G GAG C AG AAG T AAAAG AT AG T T C G 
GATGAACCGCTTCTCGCACTGACACGTTACGTTTTTGATCGCGGTGAGCGGCCAGTTACT 
CGTGGACTGTTCCACCAGGTTGCGGCCATTTTGAGTATTGTGTCAGGTTCGGTGCTCTCC 
ACGTATGCATGGATGGAACTGGTGTGGTGGCAGGCGCTAGGTGTCATGGTGTACGCCTTG 
GCCATGCTGGGACTGTTTGCTGTCTCTGCGGCGTATCACCGAGGACCGTGGCGTCGATTG 
CACACCGTGGCGTGGTGGCGCAAAGCTGATCACTCCACCATCGCGGTGTTTATCGCAGCA 
ACCTATACGCCACTGTGCTTGATCGTCTTAGAGCCCGGTACCGCAGCATGGATGTTAGGT 
ATTGCGTGGGTTGGTGCCATTGACAGCGTGATCATGAACATGGTGTGGATCAATCACCCA 
CGATGGCTCAGCGTGCTGGTCTACTTGGCCTTGGGATGGCTCATTGTGCCACTTGTCCCT 
CAATTGTGGTCTGGTGCTGGCCCCACAGTGGTGTGGCTCCTGCTGGCCGAAGGCATCGTC 
TACAGCGTTGGCGCGTTGGTGTACGGCTTT 

>RXA00 625 

T C C G AC C AC G AC C C GAT C AAG G T C G GAT T C AAC C T C AG C GAG AC C AC T GAG C C C AC CAT T 
CCGGTAGAGCCCACTGATCCTGCAGAACCTACCGATCCAACTACCCCAGTTAAGCCAACT 
GATCCGGTAGAGACCACGGATCCATCTGAGCCAACCGACCCTGCAGAACCTACTGATCCA 
G C T G AAC C AAC T G AC C C T GAG G AAAC G AAG AAG C C AG AG G AGC C G AAG AAC CCTGGTTCC 
TCCAACGGAAGCTCCCAATACGCCACCATTGCAGCAATCATCGCAGCAATCCTAGGTGCC 
ATTGCTTTGGCCTTCCAGTTCTTCCATTCAAGTTCTAAT 



3 



T AAG AAAAG T T CAT T T T T CT AAA 
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>RXA00 62 5-downstream 
TAACTCTTAGGGAGTAATCCCCT 



>RXA00 67 0-upstream 
GAAACTGGTGGCTACATCGATGTCGAGGCGGAAGATTCCGAGTAAGTCGCATGGTCCAAT 
T CAT GGGC CGC G C T AAAT C AAC G T AC AAGG AGT AC AT C T A 

>RXA00 67 0 

ATGCCTACCCCTAAGAAGGGCGCCCGCCTCGGCGGATCCGCAAGCCACCAGAAGAAGATC 
CTCTCTAACCTGGCTGCATCTCTGTTCGAGCATGGCGCAATCAAGACCACCGATGCTAAG 
GCAAAGGCTCTGCGTCCATACGCTGAGAAGCTGATCACCAAGGCTAAGTCCGGTTCCGTT 
GCAGATCGTCGTAACGTTCTCGCACTGGTTCCTAACAAGGAAATCGTGGCTTACCTGTTC 
AACGAACTTGCTCCTAAGTTCGAGAACCGTCCAGGTGGTTACACCCGCATCATCAAGCTG 
GAGAACCGTAAGGGCGACAACGCTCCTATGTCCCAGATCTCCCTCGTTCTCGAGGAGACC 
GTCTCCGCAGAAGCATCCCGCGCAACCCGCGCATCTGCTTCCAAGAAGGCTGCTGAAGAG 
GCTGAGACCGAAGAGGTAGTCGAGGCTCCAGCTGAGGAGACCGCAACCGAAGAGGCTGCA 
GAAGAGAAG 

>RXA0067 0-downstream 
TAAATTTCTCTAACTCCGCATAG 

>RXA0 0 671-upstream 

GCCCCGGGTGCACAGGAATCTTTCGATTTTCCAAACATCCTTCATGGTTTTAGAAACCTT 
TACCGACGTCAAATAGCGGTCGTCACTCAAGGAGAGTTCA. 

>RXA00671 

ATGCTCATTTCACAGCGCCCAACCATCACCGAGGAATTTGTTAATAACGCACGTTCCCGG 
TTTGTCATCGAGCCACTGGAGCCAGGTTTTGGCTACACCCTCGGTAACTCCCTGCGCCGT 
ACCCTGCTGTCCTCCATTCCTGGAGCAGCAGTAACCAGCGTCAAGATTGACGGTGTACTC 
C AC GAG T T C AC C AC CAT C AG C G G T G T T AAG G AAG AT G T C T C T G AC AT CAT C T T GAAC AT C 
AAGGGATTGGTTTTGTCTTCTGATTCCGATGAGCCAGTTGTTATGCAGCTGGTCAAGGAA 
G G C C C AG GAG T T G T AAC T G C AG G T G AC AT T C AG C C AC C AG C AG GC GT G GAG AT C C AC AAC 
CCGGATCTGCACATTGCAACCCTGAACGAGACCGCCAAGATTGAGATCGAGCTCATCGTC 
GAGCGTGGACGTGGCTACGTTCCCGCAACTGTTACTGCAACCGGTGGAGAGATCGGCCGC 
ATTCCGGTCGATCAGATCTACTCCCCAGTACTGAAGGTCAGCTACAAGGTTGAAGCTACT 
CGTGTTGAGCAGCGCACCGACTTTGACAAGCTGGTCATCGACGTTGAGACCAAGAACTCT 
ATTACCGCACGTGACGCCCTGGCGTCGGCAGGTAAGACCCTGGTTGAGCTGTTCGGCCTC 
G C AC G C GAG C T GAAC AT C G C AG C C GAG G G CAT C GAG AT C G G AC C AT C T C C T C AGG AG A C C 
GAGTACATCGCTGCCTACAGCATGCCAATCGAGGATCTGGACTTCTCTGTCCGTTCCTAC 
AACTGCCTCAAGCGCGAAGACATCCACACCGTGGGTGAACTCGCAGAGCGCGCTGAGTCC 
GATTTGCTGGATATCCGCAACTTCGGACAGAAGTCGATCAACGAGGTAAAGATCAAGCTT 
GCTGGCCTGGGTCTGACCCTGAAGGATGCTCCTGAAGACTTCGATCCTTCAACTCTTGAA 
GGTTATGACGCCGAAACTGGTGGCTACATCGATGTCGAGGCGGAAGATTCCGAG 

>RXAOO 671 -downstream 
TAAGTCGCATGGTCCAATTCATG 

>RXA00 672-upstream 

TGGAGATCGGTTCAATCTCCGACGTGACCCCACAGCCACACAACGGCTGCCGTCCACCAA 
AGCGTCGTCGCGTTTAATAGGGAAGGAAAGGTAATACAAA 

>RXA00 67 2 

ATGGCTCGTTATACCGGCCCAGCAACCCGTAAATCCCGTCGTCTGCGCGTCGACCTTGTT 
GGTGGAGACATGGCGTTTGAGCGCCGTCCTTACCCTCCAGGACAGGCAGGCCGTGCACGC 
ATCAAGGAGTCCGAGTACCTGCTGCAGCTCCAGGAGAAGCAGAAGGCTCGTTTCATCTAC 
GGCGTCATGGAAAAGCAGTTCCGTCGTTACTACGCCGAGGCTAACCGTCGCGCAGGCAAG 
ACCGGTGAGAACCTGGTCGTCCTGCTCGAGTCCCGCCTCGACAACGTCGTGTACCGCGCA 
GGTCTGGCAAACACCCGTCGCCAGGCTCGTCAGCTTGTTTCCCACGGTCACTTCACCGTG 
AACGGCAAGGCAATCGACGTTCCATCTTTCCGCGTTTCTCAGTACGACATCATCAATGTT 
CGTGAGAAGTCCCAGAAGATGAACTGGTTCGAAGAGGCTCAGGACAACCTGGCCGACGCA 
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GTCGTCCCAGCTTGGCTCCAGGTCGTTCCTGAGAACCTTCGTATCCTCGTGCACCAGCTC 
C C AG AG C G C GC AC AG AT C GAT AT C C C AC T G C AAG AG C AG C T CAT C G T C GAG T T C T AC T C G 
AAG 

>RXA00 672-downstream 
TAGTTTTTGCTTACCCGGCTGCC 



>RXA00673 

CTTCAGGCTGCAGGCCTGGAGATCGGTTCAATCTCCGACGTGACCCCACAGCCACACAAC 
GGCTGCCGTCCACCAAAGCGTCGTCGCGTT 

>RXA00 67 3-downstream 
TAATAGGGAAGGAAAGGTAATAC 



>RXAO 06 94 -upstream 

CGACTATTGAGTTCGGTGAGCGTTGAGTGGCCAGAAAACACACGGTTAACGTCCAAGGTG 
GGAAGGGAACCCCAACGAGAAAGGCATCAGGTCGTCTCTA 

>RXA00694 

ATGACAATGACTGATCCAATCGCCGACATGCTGTCGCGCGTGCGCAATGCTAGCAATGCG 
CACCACGACACCGTGTCCATGCCATCCTCCAAGATCAAGGCAAACATCGCCGAGATCTTG 
AAGCAGGAAGGCTACATCGCTAACTACACCGTTGAGGATGCAAAGGTCGGCAAGACCCTG 
TCCCTCGAGCTGAAGTACAGCAACACCCGTGAGCGCTCCATCGCTGGTCTGCGCCGCGTT 
TCCAAGCCTGGTCTGCGTGTATACGCTAAGTCCACCAATCTGCCACAGGTTCTGGGCGG.C 
CTTGGCGTGGCTATCATTTCCACGTCACAGGGCCTCCTGACCGACCGTCAGGCTACCGAG 
AAGGGCGTAGGCGGAGAAGTCCTCGCCTACGTCTGG 



>RXA00694 -downstream 
TAATAGGGAGGATTGACTAAATA 



>RXA00 695 -upstream 

TCCACGTCACAGGGCCTCCTGACCGACCGTCAGGCTACCGAGAAGGGCGTAGGCGGAGAA 



>RXA00 6 95 

ATGTCACGTATCGGAAAAGAACCGATCACCATCCCATCCGGTGTCGAAACCAAGATTGAC 
GGACAGCTCGTTGAGGTTAAGGGTCCTAAGGGCACCCTGAACGTTAACGTTCCAGAGCCA 
ATCTCCGTTGCAGTGGAAGACGGCAAGATTGTCGTCACCCGCCCGGATGATCACCGCACT 
AACCGTTCCCTCCACGGTCTCTCCCGCTCCCTGGTTAACAACCTGGTTGTCGGCGTCACC 
GAGGGCTACACCATCAAGATGGAAATCTTCGGTGTCGGTTACCGTGTCGCGCTGAAGGGC 
AAGGACCTTGAGTTCTCCCTCGGCTACTCACACCCAGTTCTGATTGAAGCTTCTGAAGGC 
AT C AC T T T C G C AG T T GAT GG CAAC AC C AAG C T T T C AG T T T C T G GC AT C G AC AAG C AG AAG 
GTTGGACAGGTCGCAGCAGTGATCCGCCGCCTGCGTAAGGACGATCCTTACAAGGGTAAG 
GGCATCCGCTACGAGGGTGAGCAGATCCGCCGCAAGGTCGGAAAGACGGGTAAG 

>RXA00 6 95-downstream 
TAAGCAATGAGCAACACTGAAAA 



>RXA00 696-upstream 

GATCCGCCGCCTGCGTAAGGACGATCCTTACAAGGGTAAGGGCATCCGCTACGAGGGTGA 
GCAGATCCGCCGCAAGGTCGGAAAGACGGGTAAGTAAGCA 

>RXA00 6 96 

ATGAGCAACACTGAAAACAAGCAGAAGCGCGTTTCCGTTGGCAAGGACATCGCGACTCGT 
CGTCGCGTTGCCCGTGCACGCCGCCACTTCCGCATCCGCAAGAACCTGCGTGGCACCCCA 
GAGGCTCCACGTTTGGTTGTCCACCGCTCTTCTCGCCACATGCACGTTCAGATCATCGAT 
GACGTTGCAGGCCACACCCTGGCTGCAGCTTCTTCCATCGAGGCTGAGGTTCGCGCAACT 



GTCCTCGCCTACGTCTGGTAATAGGGAGGATTGACTAAAT 
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GAGGGCGACAAGAAGGCTAAGGGCGCAAAGGTCGGTCAGCTGATCGCCGAGCGCGCTAAG 
GCTGCTGGTATCGAGCAGGTCGTCTTCGACCGCGCTGGTTACAAGTACCACGGCCGCGTT 
GCAGCTCTCGCTGACGCCGCTCGTGAAGGTGGTCTGAAATTC 

>RXA006 96-downstream 
TAAT GAT GAC CAT T T C T AAG AAC 



>RXA00 697-upstream 

TACCACGGCCGCGTTGCAGCTCTCGCTGACGCCGCTCGTGAAGGTGGTCTGAAATTCTAA 
T GAT GAC CAT T T C T AAG AAC AT C AAC G G AAG GAT T G C G T A 

>RXA00697 

ATGCCGGGACGTGAACGGCGTGACGGCGGACGCTCCGCCGACGACAACAAGCAAAACGAT 
CGCAACGAGCGTCGTGGCGGAGGCCGCCGCGATGACCGTCGCAATCAGCAGCAGGACGAG 
CGCTCACAGTACATCGAGCGTGTAGTCACCATCAACCGTGTGTCCAAGGTCGTCAAGGGT 
GGTCGTCGCTTCAGCTTCACCGCACTTGTCATCGTTGGCGACGGCAAGGGAATGGTCGGT 
GTCGGTTACGGCAAGGCCAAGGAAGTTCCTGCCGCAATCCAGAAGGGTGCAGAAGAGGCT 
CGTAAGAACTTCTTCCGCGTCCCAATGGTCAACGGCACCATCACCCACCCAGTTCAGGGC 
GAAAAGGCAGCCGGCATCGTTATGCTGAAGCCAGCTGCTCCAGGTACCGGTGTTATCGCC 
GGTGGCGCAGCACGTCCAGTTCTTGAGTGCGCAGGTATCCAAGACATCCTGTCCAAGTCC 
CTTGGTTCTGACAACGCTATCAACGTCGTCCACGCAACTGTGGATGGCCTGAAGCAGCTG 
GTCCGCCCTGAAGAGGTTGCAGCCCGCCGTGGCAAGACCATCGAAGAGGTCGCACCAGCA 



>RXA0 0 6 97 -downstream 
TAAGAAATGGCGCTGAAGATTAC 



>RXA00 6 98 -upstream 

GGTCCGCCCTGAAGAGGTTGCAGCCCGCCGTGGCAAGACCATCGAAGAGGTCGCACCAGC 
ACGTATTCTGCGTGCACGCGCAGGTCAGGAGGCGTAAGAA 

>RXA00698 

ATGGCGCTGAAGATTACTCAGATCAAAGGCACTGTGGGCACCAAGCCCAAGCATCGCGAA 
AATCTTCGTTCCCTCGGTCTGAAGCGAATCCGCCACACCGTGATCCGCCCCGATACCCCA 
GAGGTACGTGGCATGATCCTGGCAGTTCGCCACCTGATCGTCGTCGAAGAAGTGGCGGGG 
GAG 



>RXA00 698-downstream 
TAGGTAACAATGAGCGAACCAAT 



>RXA00 699-upstream 

CCACACCGTGATCCGCCCCGATACCCCAGAGGTACGTGGCATGATCCTGGCAGTTCGCCA 
CCTGATCGTCGTCGAAGAAGTGGCGGGGGAGTAGGTAACA 

>RXA00699 

ATGAGCGAACCAATTAAGCTCCACGATTTGCGCCCAGCAGCGGGCTCAAACAAAGCTAAG 
ACCCGCGTTGGTCGAGGCGAAGCATCCAAGGGTAAGACTGCAGGTCGCGGTACCAAGGGT 
AC C AAG G C AC G C AAG C AG G T T T C T G C AG CAT T C G AAG G T G G C C AG A T G C C AC T G C AG AT G 
CGTCTTCCTAAGCTGAAGGGCTTCAAGAACCCTAACAAGGTTGACTACCAGGTAGTTAAC 
ATTGCAGATCTCGCAGAGAAGTTCCCACAGGGCGGCGACGTCAGCATTGCTGACATCGTT 
GCAGCAGGACTTGTCCGCAAGAACGAACTGGTTAAGGTTCTTGGCAACGGCGACATCAGC 
GTCAAGCTGAACGTCACCGCTAACAAGTTCTCCGGCTCTGCCAAGGAAAAGATCGAAGCC 
GCTGGCGGCTCCGCAACCGTGGCA 

>RXA00 699-downstream 

T AAG T T C AC C AG AAC T T TAAAAA 



CGTATTCTGCGTGCACGCGCAGGTCAGGAGGCG 
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>RXA00706 

GAGTTCCTGGACCGTCTGCTGACCGTGGCACTGCCACGTATCCGCGACTTCCGTGGACTT 
TCCGACCAGCAGTTCGACGGCCACGGTAACTACACCTTCGGCCTCACCGAGCAGACCATG 
TTCTACGAAATCGACGTCGACAAGATCGACCGTCCTCGTGGTATGGACATCACCGTTGTT 
ACCACCGCTGTAACCGACGATGAAGGTCGCTCCCTGCTCCGCGAGCTCGGCTTCCCATTC 
AAGGGTGAAGACGGCAACCGCCAGCAG 

>RXA0070 6-downstream 
TAAACTGCATAGTTAAAAGCACT 



>RXA00709 

GTCGCCGACAACACTGGTGCACGTGAAATTCTGTGCATCCGCGTTCTCGGTGGATCCACC 
CGACGTTTTGCTGGCATTGGTGACGTCATCGTCGCCACTGTCAAGGAAGCAACCCCAGGC 
GGCAACGTAAAGTCTGGCGAAATCGTCAAGGCTGTTATCGTTCGCACCAAGAAGGAGACC 
CGTCGTGCAGACGGTTCTTACATCTCCTTCGATGAGAACGCTGCCGTCATCATCAAGAAC 
GACAACGAGCCACGTGGCACCCGTATCTTCGGACCAGTTGCTCGTGAACTTCGTGAGAAG 
AAGTTCATGAAGATCGTTTCTCTCGCACCGGAGGTGATT 

>RXA0070 9-downstream 
TAAGAATGAAGGTCCACAAGGGC 



>RXA00710-upstream 

ACGAGCCACGTGGCACCCGTATCTTCGGACCAGTTGCTCGTGAACTTCGTGAGAAGAAGT 
TCATGAAGATCGTTTCTCTCGCACCGGAGGTGATTTAAGA 

>RXA00710 

ATGAAGGTCCACAAGGGCGATATGGTTCTGGTCATCTCAGGTCCAGACAAGGGTGCTAAG 
GGACAGGTCATCGCGGCTTTCCCTAAGACCGAAAAGGTTCTCGTCGAAGGCGTTAACCGC 
ATCAAGAAGCACGTAGCTAACTCCGCACCAGAGCGTGGCGCAGAGTCCGGCGGAATCGTG 
ACCCAGGAAGCTCCGATCCATGTCTCTAACGTCATGGTCATCGACTCCGACGGAAACCCA 
ACTCGCGTTGGCTACCGTTTCGATGAAAACGGCAAGAAGGTCCGCGTTTCTCGTCGCAAT 
GGGAAGGATATC 

>RXA00710-downstream 
TAAT G AC T GAGAAT T AC AT C C C T 



>RXA00711-upstream 

TGGTCATCGACTCCGACGGAAACCCAACTCGCGTTGGCTACCGTTTCGATGAAAACGGCA 
AGAAGGTCCGCGTTTCTCGTCGCAATGGGAAGGATATCTA 

>RXA00711 

ATGACTGAGAATTACATCCCTCGTCTGAAGACCCGTTACCAGGACGAAATCCGCACCAAG 
CTTCAGGGCGAGTTCGAGTTCGAAAACGTCATGCAGATCCCAGGCGTCACCAAGATTGTC 
GTCAACATGGGTGTCGGCGACGCAGCTCGTGACTCC 



>RXA00717-upstream 

AAG CAT C AG T T AAAG C C C C G AC TAT T AAAAT C T C C T AAAAT AG G C T AG AAT T C AC GG G AT 
T C AAT T T CAT AC GTTTTCTCT C AAG AT T AAGG AC AC T T AC 

>RXA00717 

GTGACCCCACCCGCTCGCCGAGATGGCACACCGGACAAGAAGCAGAGCAATCGCTCTGGC 
GGATACCGGTCTTCAGTTCGTGGCTACAAGCCAGGATCATCCCGCCCAAACACACGCCAG 
CAGCCTCAGAAGAAGGATGAGATTCTTCTCTCCAACGCTAAGCCTGCCAAGAAGCAAAAC 
GTAAAATCCGACGACGATTGGTCGATGGGTTTCTTAAACCGCAATGACTCTGACGGAGTT 
CGCCTGCAGAAGGTGCTTGCCCAAGCAGGTGTGGCATCACGTCGACACGCAGAAATCCTG 
ATTGATCAGGGCCGTGTGGAGGTCAACGATCGTATCGTGACCACCCAGGGCGTGCGCGTG 
GATCCAAACAACGATGTCATCCGTGTTGACGGCGTCCGCATCCACATCAACGAGGACCTC 
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GAGTACTTCGTGCTCAACAAGCCTCGTGGCATGCACTCCACCATGAGCGATGAACTTGGT 
CGCCCATGCGTGGGTGATCTGGTCAGTGAGAAGACTGCATCTGGACAGCGTCTGTTCCAC 
GTCGGTCGCCTCGACGCGGACACCGAAGGTTTGCTGCTGCTCACCAACGATGGTGAGTTG 
GCTAACCGCCTCATGCACCCTAAGTACGAAGTGTCCAAGACTTACCTTGCTACCGTTCGC 
GGTGAAGCAACCAATAAGCTAGTCAGCGCTCTTCGTGATGGCGTGGAGTTGGAAGATGGC 
CCTGCCAAGGCTGACTTTGCGCAGATTATCGACGTATTCCAGGGCAAGTCCTTGTTGCGC 
ATCGAAATCCACGAAGGCCGCAAGCACATTGTGCGACGCCTCTTCGATGAGCTCGGTTTC 
CCAGTCGAGCGCCTCGTGCGCACCAAGCTGCACACCGTTCAGCTTGGTGATCAGAAGCCA 
GGTTCCCTTCGTGCACTGAACTCCTCTGAGCTGACCAGCTTATACAAGGTGGTCCAACTG 

>RXA007 17 -downstream 
TGACGGAAATTTCCAACATGCCT 



>RXA007 8 9-upstream 

CGCCCGGCAGCCAGCTGCGCATCCGCGTTGCCGACGGCTCCATCACTGCGGCATCCATGG 
GCACCCAGCAAGCAAACTAAAAACTTAGGAGAATGAAGAA 

>RXA007 8 9 

ATGACCAATCCAGATATCGTCGGTTCCGGCCAAGGCAACGATTCCTTCGAGCCAGTCGCC 
CAATTATCCTACGAGCGTGCACGCGATGAACTCGTTGAAATTGTAAAAATTTTGGAGCTC 
GGCCAAATGGGCCTCGACGAATCCCTCAAATACTGGGAGCGCGGCGAAGCCCTAGCAAAG 
CGCTGCGAAGAGCACCTGGCCGGCGCCTCAGCGCGCGTCGAGCAAGCATTAAACCAGGCA 
GAA 

>RXA007 8 9-downstream 
TAATGCTTTTCGACGCATCCCTC 



>RXA007 90 

CGCAATCGCCCCACACCGCTCAAGGATGGCGACCGCGTGATTGTGTACGGCAAGCCCGCG 
TTTTATGCAGGCCGCGGCACTTTTTCGCTGTGGGTGACTGATATCCGTCCCGTGGGTATT 
GGTGAGTTGCTGGCGCGCATTGAGGAGCTGCGTAAAAGGCTTGCCGCGGAGGGTCTTTTT 
GATCCAGCTCGGAAGAAGCGACTGCCATTTCTGCCCAACCGCGTTGGTTTGATCACGGGA 
CGTGGTTCAGCGGCTGAGCGCGATGTGCTGAGCGTGGCTAAGGATCGCTGGCCGGAAGTG 
CAGTTTGAGGTGATCAACACGGCAGTTCAGGGCGCTTCAGCTGTTCCTGAAATCATCGAA 
GCGTTGCGGGTTTTAGATCAGGACCCTCGCGTGGATGTCATCATCATTGCCCGCGGCGGC 
GGTTCTGTGGAGGATCTGCTCCCCTTCTCTGAGGAGGCCTTGCAGCGCGCAGTCGCGGCA 
GCGCAGACGCCCGTGGTGTCCGCGATTGGCCACGAACCAGATACGCCGGTGTTGGACAAT 
GTCGCCGACCTTCGCGCGGCGACCCCGACCGATGCAGCAAAGCGCGTGGTGCCTGATGTG 
GCAGAAGAACGCATGTTGATCAATCAGCTTCGCAGTCGTAGTGCCGCGGCGTTGCGCGGT 
TGGGTGCAGCGCGAGCAGCAGGCGTTGGCAGCGATTCGCACCAGGCCGGTGCTGGCTGAT 
CCGATGACCCCGATTAACCGCCGACGTGATGAGATTGCCCAGGCTGTGGGCTTGATTAGG 
CGCGATGTCACCCATCTCGTCCGCACCGAGCAAGCACTGGTGGCGTCGTTGCGCGCACAG 
GTTTCCGCGCTCGGCCCGTCCGCAACCTTGGCGCGCGGTTATTCCGTGGTGCAGGTTATT 
CCTCGCGACGGCAGCGCCCCGGAAGTGGTCACCACCATCGAGCAATCACCGCCCGGCAGC 
CAGCTGCGCATCCGCGTTGCCGACGGCTCCATCACTGCGGCATCCATGGGCACCCAGCAA 
GCAAAC 

>RXA007 90-downstream 
TAAAAAC T TAGGAGAAT G AAG AA 



>RXA00 7 98 

GATTATTGGGATCTGTCGGCGGAGTTTAATGCGCGTGAAAACGGCAAGGCGGATTCGGAT 
AACCCGTCGTCGTTTACTGCGCGTTTGTCCACGATTGATGGAAACCGTGTTGCTCAAGGC 
CGTGATTTTAATGATCGGGGAGAGCTGACCTCGGAGGCTGTCGTCGTCGATAAGCAGCGT 
GCTGAGGCGTTAGCCGAGGCTTTGGAAGGCCAGGAAATGGCCGTCGTTGGGGTCGAGGAA 
AAGCCGTACACCCGTCGCCCTTATGCGCCGTTTATGACCTCTACGCTGCAGCAAGAGTCT 
GGCCGCAAGCTGCATTACACTTCTGAGCGCACGATGCGTATTGCGCAGCGCTTGTATGAA 
AACGGCCATATCACTTATATGCGTACTGACTCGACCTCGTTGTCGGAGCAGGGCATGAAG 
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GCTGCGCGCGATCAGGCGTTGGAGCTGTACGGTGCGGAATATGTTTCGCCGAGCCCACGT 
ACCTATGACCGCAAGGTGAAGAACTCCCAGGAGGCCCACGAGGCGATTCGCCCAGCTGGT 
GAAACTTTTGCGACCCCGGGCCAGCTGCATGGCCAGTTGGATGCGGAAGAATTTAAGCTC 
TATGAGCTGATTTGGCAGCGCACTGTGGCCTCCCAGATGGCCGATGCCAAGGGCACGTCC 
AT G AAG G T C AC CAT C G G T G G C AC C G CG AAG AC C G G C G AG AAG AC T GAG T T C AAC G C G AC C 
GGCCGCACGCTGACTTTCCCTGGCTTCCTGCGCGCTTACGTGGAAACCACCCGCACCGCC 
GATGGCCGCGACGTAGCTGACAACGCCGAAAAGCGTCTGCCACTGCTGTCTGAGGGCGAT 
CTGCTCAAGGTTTTGAGCATCGAAGCCGATGGTCACAGCACCAATCCACCTGCGCGCTAC 
ACAGAGGCGTCGCTGGTGAAGAAGATGGAAGATCTGGGCATCGGCCGTCCTTCCACTTAT 
GCATCGATCATTAAGACGATTCAGGATCGAGGCTACGTTTATTCGCGTGGCAATGCGCTG 
GTGCCGTCCTGGGTCGCGTTCGCCGTGGTCGGATTGCTTGAAGCCAACTTCACCTCGCTG 
GTGGATTACGATTTCACCTCCTCCATGGAAGATGAGCTGGACAACATCGCCGCAGGTCGC 
GAGGGCCGCACGGAGTGGCTCAACGGTTTCTACTTCGGCGATGCCGAAGCGGATCAGTCC 
ATGGCTGAATCAGTTGCCCGCCAGGGCGGTTTGAAGGCGCTTGTCGACGCGAACCTGGAG 
CACATCGACGCGCGTTCAGTAAACTCACTCAAGCTTTTCGACGACGCCGAAGGCCGTGCC 
GTGAACGTTCGAGTCGGACGCTACGGTCCGTACATCGAGCGCATCGTGGGCACCACCGCG 
GAAGGCGAGCCAGAATTTCAGCGCGCCAACCTACCTGAGGAAACCACGCCTGATGAGCTG 
ACCCTCGAGGTCGCTGAGAAGCTTTTCGCTACCCCACAAGGTGGACGTGAACTGGGCATT 
AACCCAGCAAACGGTCGCATGGTGGTGGCTAAGGAAGGCCGCTTTGGTCCATACGTGATC 
GAGCAGGTCACGGACTCAGAGCGCGCTGGCGCCGAAGCCCAAGCAGAAGAAGTCGTTGCA 
G C G G AAC G AAAAG C T G AAGAC G AAC AAC G T G C C AC C GAT GGAAT GC G AC C C AAG AAC T G G 
G AAAC C AAG AC T G C C G C AAAC C AG AAG G AAAAG C G C AT C AAC C AG C T GG T T G AGG AAAAC 
CTCAAGCCAGCGACCGCATCCCTGTTCAGCGGCATGGAACCTGCAGCCGTGACCCTGGAA 
GAAGCCCTCAAGCTGCTGTCCCTGCCACGCGAAGTAGGTGTCGATCCTTCCGACAACGAA 
GTGATCACCGCTCAAAACGGACGATACGGCCCTTATCTGAAGAAGGGTAGCGACTCCCGT 
TCCCTCAACAGCGAAGAGCAGATCTTCACCGTCACTTTGGATGAGGCTCGCCGCATCTAC 
GCCGAACCAAAGCGTCGTGGACGCGCCGCTGCTCAGCCACCACTGAAGCAACTTGGCGAC 
AATGACGTTTCCGGCAAACCAATGACCGTCAAGGACGGACGTTTCGGCCCATACGTCACC 
GACGGCACCACCAACGCGTCACTGCGCAAGGGCGATGTTCCAGAGTCCCTGACCGATGCG 
CGTGCCAACGAGTTACTTTCCGAGCGTCGTGCCAAGGAAGCAGCAGATGGCGGAGCTCCT 
GCGAAGAAGACGTCCACTAAAAAGACTGCAGCCAAGAAGACCACGGCTAAAAAGACAACA 
GCT AAG AAAAC CGTG AGG AAGGCTCCGCCGAAAACCACCAAAAACGTGGTGAAGGCCGGC 
GCTAAGAAGAAGTCC 

>RXAO 0 7 98 -downstream 
TAAAACATGCTGAACGGGTTCGT 



>RXA00807-upstream 

TGCTCTAAGCAATCGACTCATGCTCAATACTCTAACGTGCCGGTGCGACATCGCGAGGAT 
G T AG T GAG G AAG TAG T G TAG AG AT C G T G AC T AA T T C GAG T 

>RXA00807 

GTGTTTGACAGTCTCGCCGGCTCCAAAACAGTGTCCAAGACGCTTTTCGACGCGGCCTCC 
AGCGCGCGTGCCCTTGTCCGCGCCCGAACCACAGAACGTGCCCGCGCCCGGGCAGAACAC 
CAAAACCCTGCAATGATCCACGACTCCGGCTTTGCCCAGTCATGGCTGTTTACAGGCCCT 
CCCGGATCGGGACGTTCTGTGGCAGCCAAGGTTTTCGCCGCTACGCTCGTATGTTCGAAT 
CCGGATGTTGTGGGCTGTGGACAATGCGAGGATTGCCGCGCCGCCATGGGAGGCAGCCAC 
CCCGATATTGAACACATCGTCCCGCAGCAATTGTCTATCGGTGTTGATGCAGCTAGAGAG 
GTCATCAAAGCCGCAGCGGTCAGTCCTGTTGCAGGAAACTGGCGAGTCGTCATCTTCGAA 
AACGCCGACCGACTCACCATGCAAGCCGCCAACGCCTTGCTGAAAACCGTGGAGGAACCA 
AC C G AAAGC AC C G T GAT GAT TCTGTGCG C AC C C AC C AC AG AC C C C C G C G AC AT T G C GAT C 
ACCCTCCGCTCCCGCTGCAGGCACCTCTACATTCCCACCCCCTCCATCGCGGAAGTCGCA 
CGAATCCTCGTAGCTGAAGGCAACGTCAGCCAAGCGGATGCAGAATTAGCGGCGGCTGCC 
TCAGGCGCTCACATCGGCAGGGCTCGATACTTAGCGCACAACAACGCCGCCCAACGCAGA 
CGCGCCAGCATCCTCAACCTGGCCGAATTAATCTTCCACGGTGATGTCGCCTTCCGCTCC 
GTAAACACCTTGGTCAAAATGGTGGAAACCGAAGCCAAAGACAGCAACAAAGAAAAAGAA 
GAAGGCGATCTCGAAGCCGTAAGAATCTCACTCGGCATGGCGGCCAAAGGCAAAGGTGTC 
CACAAAGCAGTACGTGGAGGAGCGGGAGATTTC AAAGC AC TCGAAGACCAACAAAAACTC 
CGACGCACCCGATTCCTCCGCGACAGCCTCGACCTCGCACTCGTCGACCTAGCCGGCATC 
TACCGCGATGCCATCATCATTTCCTCCCAAGCCCAAGTCGGACTCACACACCCCGATATG 
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GAAGGCCTCTCCCAAGAACTCGCAACAAAAGTAAGCCAA 

>RXA008 07-downstream 
TAAGCACTCCTGGCATGCCTCCA 



>RXA008 09-upstream 

GTCTTTCACGTTTAAAGCCCAAGCGATAGTCTATTAGGATTAGTTTTACGTTTTGGCAGG 
TCAGTCCCATTTATACAGCCCAGCGAAAGGGGGTAAATTC 

>RXA008 0 9 

TTGACTACCCCCGATTTTGAGAGTGAAAAGACTCAAGCTATGAGGCCCAGCTTTGGTGAA 
GAGCTGGCCGCAATCGTTTCCAAACGTTACTCCGAATCGACGCTCACTCATATGGTGACG 
TTGCCCGCATCGAAAGCTAAATACGTCGATTGGCCGAGTTGGGTACCTGCTAGCCTGCGC 
GATGCGTTGGTGAATCGTGGTATCAATAAGCTCTTTTCCCACCAGGAGCAGACCGCACAT 
CTGGCGTGGAATGGCCAGCATGTGGTGGTTGCCACCGGTACATCTTCGGGAAAATCTTTG 
GGTTATCAGCTGCCCATTTTGTCAGCGCTCGGCACGGATCCTACCGCCTGTGCGTTGTAT 
CTAACTCCCACCAAGGCTTTGGGATCTGATCAGCTAACCTCCACGTCCACGTTGCTGCGC 
GACATTCCGGATTTCCACCCGATTAATCCGGCGCCCTACGATGGCGATACCCCCTCCGAG 
GCGCGGTCCGGCATCCGCGATTTGAGTCGT 



O >RXA00 817 

*,3 TTTTATGGATCCCACCCGACGGTCATTTTGGCGTCCGCGACCAGCTCCGATCCGGAAATT 
gft CATGCTTCCAGATTGTTGGGCGCGCCGGTTAAAGCAGTGACGGAAGATGGCGCCCCGACG 
|;3 GGTGAACGCACCGTTTTGCTGTGGGAGCCCGGTTTCATCGAAGGCGCCGAGGGCGAGAAC 
GGCGCGCCGGTGCGTCGCGCAGCCAGCACCGAAGCAGCAAACATTATGGCCACGCTCATT 
J!^ TCCGAGGGTGCACGCACGTTGACGTTCGTCCGTTCACGTCGACAAGCAGAAATCGTTGCC 
^ CTGCGCGCGCAGGAAGAGCTCAGCACGCTGGGCCGCCCCGATTTCGCCCGGCGCGTCGCG 
j := J TCCTACCGGGCGGGGTACTTGGCGGAGGACCGCCGTAGGTTGGAGAGATTGCTTGACGAC 
^ GGCACCCTCCTCGGTGTTGCTTCCACCAATGCGCTTGAACTGGGCATTGATGTCGGTGGA 
CTGGATGCTGTGGTCACGGCTGGTTTTCCAGGAACTGTGGCGTCGTTTTGGCAGCAGGCG 
p GGGCGAGCTGGTCGGCGTGGGCAGGGTTCGTTGGTGGTGCTTGTTGCTCGTGATGAGCCG 
If} ATGGATACGTATTTGGTGCATCATCCGGCAGCCCTGTTGGAGAAGCCGGTTGAGGCTGCG 
j'jj' GTGTTTGATCCGACGAATCCGCATGTTATTCGGGGTCATGTTTATTGCGCTGCGGTGGAA 
AAGCCTCTGACAGAGGCGGAGGTCGCGGCGTTTGGTGCCCAAAAGGTGGTGGAGAAGCTC 
v % GAGATTGAAGGGCTGTTGCGCAAGCGTCCGCGTGGCTGGTTTGCGGTGGAAAAGCCCATG 
j;5 TCAGAGGATCCGGATGAGCTGAGTCCTGATTCGGCACACCAGCAGGTGAGTTTGCGTGGT 
^ GGGTCTGGTTCGGAGTTCATGATTGTTGATATCACTGACGGCCGGTTGTTAGGCACCATC 
GATTCCGCGAAGGCGATGTCGCAGACTCATCCCGGCGCGGTGTATCTCCACCAGGGTGAA 
TCCTTTGTCATTGATGAGTTGGATTTGGAGGAGAATCTGGCACTGGCCAGGCCTGAGCTG 
CCTGATTACACCACCTATGCCAGAAGTGACACGGACATCAGGATTACCTCTGCCCCGTTG 
GAGGACGAGGTTTTTGATGCTGGTGGTGGTTTGTGGGTCGCCAACGTAGAGGTGCAGGTC 
ACCGACCGTGTGACTGGCTATGTCACCCGCCTTAGTGATGGCACCACGTTGGATGCGACT 
CCGTTGTATCTTCCTCCTCAAATTCTTCAGACTCGTGCGGTGGCGTACACGATTGATCCG 
TTGGCGTTGGAAGCGATGGGCATTCCCGCCGCTGATATTCCCGGTGCTCTTCACGCAGCG 
GAGCATGCGGCGATTGGTATGTTGCCGCTGCTTGCGACGTGTGATCGTTGGGATATCGGC 
GGCGTATCCACGGCACTTCATGCGGATACGGGCTACCCCACTGTGTTTGTCTATGACGGT 
ATGGACGGCGGAGCTGGTTTTGCGGATACTGGTTTTCGACGTTTCGCCCAGTGGATTGAG 
GCCACATTTGAGGTCGTCCGCAGCTGTAGCTGTGAATCTGGGTGCCCGAGCTGTGTGCAG 
TCCCCGAAATGCGGCAATGGAAAC/^ATCCGTTGGATAAGGCAGGTGCCATCAAGTTACTG 
GGTGCGATGGTGACCTTGTTGGGAACCTCA 

>RXA0 0 81 7 -downs t ream 
TAAAGGTCCTGCTTTTGCGTGGG 



>RXA008 2 3-upstream 

CAAATGCAAAAAGCATCAGCAAGAGCGGGATGATCACCACAAGCAAACCTGTCATGGGAG 
TCATTCTAATGATGAATCAAATCCGCGCTAACTTAAGGGT 
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>RXA00823 

ATGGGTTCCATTACTCCGCAGAAGCGGCCTCGCGTGGGGTCTCACATCGCGAACAAGGGT 
CAAGAGACTGATATCGGGCGAAAACGCCGAGCTCGACGCATCAATCGCACACTCACCGTG 
GCATATCCGGATGCGCACTGCGAATTAGATTTCACCAATCCGCTAGAACTCACGGTCGCC 
ACCATTTTGTCCGCCCAGTGCACGGACGTTCGCGTGAACCAGGTGACGCCCGCGTTGTTC 
AAGCGCTATCCGACGGCCACAGATTACGCCAACGCCGATCGCACGGAATTGGAGGAGTTC 
ATCCGTCCGACAGGCTTTTACCGCAACAAGGCCACTTCTTTAATCGGCCTGGGTGAGGCA 
CTAATTTCGCTTCACGACGGCCAGGTCCCCGGTACCCTTGAGCAGCTAGTTGAGCTGCCG 
GGGGTCGGGCGGAAAACCGCCAACGTGGTGCTGGGAAATGCTTTCGGTGTTCCGGGAATC 
ACGGTGGATACACACTTTGGCAGGTTGGTGCGTCGCCTGAAGCTCACTGATGAAGAAGAT 
CCCGTCAAGGTGGAAAAAGTGATGAACGAACTCATCGAAAAGCCTGAGTGGACCATGTTT 
TCACATAGGCTGATCTTCCACGGACGTAGGATATGTCATAGTCGACGCGCCGCCTGTGGA 
GCCTGCATGCTGGCAGCTGATTGCCCATCCTTTGGTTTGGAGGGGCCGTCAGATCCATTT 
GAG G C G C AAAAAC T CAT T AAAAG T GAT GAT AG G GAG C AC C T GC T G AAAA T GG C AG G AAT G 

>RXA008 23-downstream 
TAGAAAACAAATGACAAGCAGTG 



>RXA008 90-upstream 

CCCCACCGCTGCTGATCGTCTGGAATTGGACGAAAAGATGGAAGCGGATGACTCTGGCTT 
TGGAGGCGTTGAGTCCTAGGTGGAATCCTCAGTTATATGG 

o 

Q >RXA008 90 

i!n TTGAGCATCGCCACAGTCGTTGCGTTGCTCTTCTCCGGTTTATTAGGTGCGGTTGAATCT 
O GCGCTTTCTTCTGTTTCCCGCGCCCGCGTTGAACAAATGCTCAAGGATGAAGCCTCCGGG 
S! j TCCGCGTCCTTGCTGCGAGTCATCGACGAACGCGCACTCCACATCAACATGCTCATCATG 
S TTGCGCACCTTGCTGGATGCCTCCGCAGCAGTCTTCGCCGGGGCAATCGCAGTCAATGTG 
^ ATGGACAGCTGGGCGTGGGGCATCGTCCTGGCCATCGTGGTGGTTTCCCTCCTGACCTTC 
•fi GCAGTAGTGGGCGTGTTTGGCCGCACCGTTGGCCGCAAAAACCCATATTCAGTGATGCTT 
^ CGCTCCGCAGTCGTGCTGAGCGGTTTAGCTAAAATCCTTGGCCCCATTGCACGTGGCCTC 
^ ATCTGGATCGGCAACATCATCGCGCCCGGCCCAGGTTTCCGCAATGGCCCTTACGCCACT 
O GAAGTGGAACTGCGTGAGATGGTCGATATCGCCCAAGAACACGGCATCGTGGAAATTGAA 
fin GAGCGCCGCATGATCCAGTCGGTGTTCGACCTGGCATCCACGACGGTTCGCCAGGTGATG 
1 ; L| GTGCCACGTCCTGAAATGATCTGGATTGAATCTGGAAAAACAGCCGGGCAAGCAACCGCG 
CTGTGCGTGCGCTCTGGTCATTCGCGCATCCCAGTCATCGGTGAAAACGTCGACGACATC 
1't4 ATCGGCATCGTCTACCTCAAAGACTTGGTCCAAAAAACCTACTACGCCACTGATGGCGGA 
K AAGTCTGTGCTTGTAGACGAGGTCATGCGCGAAGCTACCTTCGTGCCAGACTCCAAGTCC 
C T T GAT GCGCTGCTG C AG G AAAT G C AG G AAG AC C AC AAAC AC A T C G C AAT C C T G G T T GAT 
GAATACGGCGGCGTGGCAGGTCTTATTTCCATTGAGGATATTTTGGAAGAAATCGTCGGT 
GAAATCGCTGATGAATATGACGCCCGCGAAGTAGCCCCCATCGAGAAAATCGGCGACCGC 
ACCTACCGCGTGGTCTCCCGACTCTCGCTGGAAGATCTCAAAGACCACATCGAAGAAGAA 
CTCGACCTAGAAATCGAATTCGGTGATGAAATTGAAGATCAGGTCGACACTGTCGGTGGC 
CTTATTGCCTTTGAACTTGGCCGAGTGCCTCTGCCGGGTGCCACTGTGGAAACCTGCGGA 
CTAAAGCTCACCGCCGAGGGAGCCAAGAACCGCCGGGGTCGTTTGCGCATGCATTCAGCA 
GTCGTAGAAGTTGGC 

>RXA008 90-downstream 
TAGCCCAGCGAGGACAACGAAGG 

>RXA008 98-upstream 

CAGGTATCGGCCTGTATCAAAAGCTCGGGTTCAGTGAACACCACCGACACCGGTACGCCG 
AACGGAAATTCTAAAATCCAAAACAGCTAGGGTATAAGTC 

>RXA008 98 

ATGCGCATCGTTAATTGGAACGTCAACTCTGCTCGCACTCGTGTGGACCGGATGGTCGAT 
TTTTTGCTTCGCCATGATGTTGATGTATTAGCGGTGCAGGAAACCAAGTGTAAAGATGAG 
CAATTTCCCACCGAGCGTTTCACCGAAATCGGCTATGAGGTAGCCCATTTCGGCCTTAAC 
CAGTGGAATGGTGTCGCCATTATTTCCCGCGTTGGCATTGAAAATGTGGAAACCCACTTC 
C C T G C C C AAC C G GG AT T C AAC AAAG AC AT C AC C AAG G AAC AAT C C A T C G AAG CCCGCGCC 
ATCGGCGCCCGCTGCGGTGGTGTCCAGGTGTGGAGCCTCTATGTTCCCAACGGCCGCGAA 
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ATCGCAGATCCTCACTACGACTACAAACTGCGCTGGCTATTCTCCCTGCGCAACTACGTG 
ATCGACACCTTGGAATACCGCCCCGAGGAAAAACTGGTGTTGCTCGGCGACTTCAACATC 
GCGCCCACAGACATCGACGTCTGGGACATCGCAGCCTTCGAAGGAAAAACCCACGTCACC 
GAACCAGAACGTGCAGCTTTCGACGGCCTCATCGAAGCCGGACTCAAAGAAACCACCCCC 
GGACCTGGTACCTACACCTACTGGGATTACAAAGGCGCACGCTTCCTCAAAGGCGAAGGC 
ATGCGCATCGATTTCCAGCTCGCATCCCCGGCCCTTGCTGCAACCGCGGGTGAAACCTTT 
GTGGACGTTGAAGAACGCAGCGGAACCGGCGCCTCTGACCACGCACCAGTCATCGTTGAT 
TACAAGGTG 

>RXA00 8 98 -downstream 
TAACTGCGTATGATCTTTCAGAT 



>RXA0 0 967 -upstream 

C AAC T AG AAAAT G AC T G G G G G C GAT 

>RXA00967 

AT G C C G G T G C AG G AC G C AG G C G AAC G C AAC AAC AAT G AC C G G C C AG T GAT G C C G G GAG AG 
ATCCTCCGTGAGGAATTCATGGAGCCTTTGGGGCTGTCCCAAAACGGCTTGGCGCGGGCA 
ATAGGAGTGCCACCACGCAGGATTAATGAGATCGTGCACGGCAAACGCGCAATCACGGCA 
GACACTGCGCTGCGTTTAGCTGCTTATTTAGGTCCCGATCCACAGTTTTGGCTCAACTTG 
CAGACCCACTACGACCTGTCGGTGACGTATTTAGATGCGCGCACACTGTTGGAAGCGATC 
AAGCCTTATGATCGTCAGCAAAATGTGGCTCGGACCCTGAATCCGCTTCAGGAGAGCTCG 



>RXA0 0 9 67 -downstream 
TAGGAGTCGCCTCTGGTCGGGGC 

>RXA00990 

GTGGCCACCGATATCGCCGCCCGTGGCATTGACGTGGATGACGTCTCGCTTGTTGTGCAC 
GTTGATCCCCCAGCAGAACACAAAGCGTATTTGCACCGCGCTGGTCGTACTGCACGAGCC 
GGAACTTCCGGTACAGTTGTGACTCTAGTAATGGACGAACAAATCAAGGAAGTCCGTGAA 
CTTTTCCAAAAAGCAGGCGTGACAGCCGCTGAGGTAAAAGTCAACGAAAACTCACCTGAA 
TTGGCTAAAATTACTGGTGCACGACGCCCGTCAGGCGTTGCTCTTCCAGCACCTGGACAG 
CAGCAGCCAAAGCGGGAACAAAAAAATACCCATAATCGTTCTGATTCCAGAGGTTCCAGC 
CGGAATCCACGCAGGCGCGGACAAAGCGGATCCAGATCAACGGGCCGCTCCAACCCGAGG 
C G T C AG AC T T C AAG G AAAG AC G G T C C C AAG AG C 

>RXA0 0 990-downstream 
TAAAACTCCCCCACGGCACGCGA 



>RXA0 0 994 -upstream 

TAATCAACATTCGCAAGAGGTGTGTCGCAAAAGCACTAGCTCAGCGATTAAAAGTTCCCA 
T GAT C AC T T T T C AAC C AG C AC C G AC TAG AG T TAG T GG G C A 

>RXA00994 

ATGACTACCTTTCTAGAACTCAAGCTTCCCGACGAGATTGTGCGCGAACTTCGCAGTCAG 
GGAATCACCGAGGCATTCCCCATCCAAGAAGCAGCCATCCCCGATGCGCTCGCTGGCAAA 
GATGTCCTCGGCCGTGGACCCACCGGCTCTGGTAAAACCTTCACCTTTGGGCTTCCCATG 
ATCACCCGACTCGCGCGCTCGGGCGCCTCCAAACCAGGTCGCCCCCGCGGGCTTGTCCTG 
GTTCCCACCCGTGAACTAGCAGCTCAGGTGCGTGAACGCCTCGACGATCCCGCCCGCGTT 
ATGGGTCTGCGCGTCCTCGAGGTGGTCGGTGGCGTCAACATC 

>RXA010 30-upstream 

CCTCCCCGGCCACACGCCCCAGAGGGGTTCTTTTTCATCCTTTTTAAAATATACTTATAT 
GTATTAATCCCCTCTTTGTGCAGCATAGGAGACTACTGCT 

>RXA010 30 

ATGACCTCAACAACCCAACCTGGCACAACACCTGAGCTCAGCGCAGACACTCATTCTGAG 
CCCTGGGATGTCGTCATCGAAAACACCCTTGAACCTTTTCAAAAAGTCGTTCGTCAATTT 



CAG 
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ATTATTGACCGCCCCTATTCCGGCATTTTCCTCACCATGGGTGGCGGCAAAACACTCACT 
ACCCTCTCCGCATTGACCTATATCCAGCCACCTGGACACATTCTGGTTGTCGCGCCTCTA 
AATATCTCTCGACTCACCTGGCCCGAAGAGGTTCGCAAGTGGAATATCCCTGTTAACGCA 
ATCTCGCTGATCACCAATGAGCGCGGCACCAAACTCACCCGCGCCAAACGCCTCAAACTC 
TATGAGGAAACAGCGACCACACCACCAACGCTGTATTACATCACCATTAATCTGCTCGAA 
GATATTGTCAATTACTTTGGTGATAGGTGGCCGTTTTGGACAGTCATTATTGATGAGTCA 
CAGACAATCTCTGATATATCCTCCAAGCGCACTAGAGCGCTCTTTTCTGTGCGACCCTAT 
ATCGGCAGACTAATTCTGCTCACCGGAACCCCCAGCGCCAACAAGTTCGACTCCATTTAC 
GCCCAAGTCGCAGTGCTAGATTATGGTGCCAGCCTGGGTGACAACATCGACGTATTCCGA 
GCCAGATGGTGTGCGCCCGACATTATTACCGATAAACAAGTGCGTCGCTGGAAGCCGGCT 
AACAAGCAGGCTGAAGCAGAGGTGTACCGCACTATTAGCCACCTGGTCATGTCTGCCGTC 
AACACGGATATTAAGCTGCCACCGCTGCATTTTGTTGATCACGAGGTACACATGAGCGAC 
GATGAGCACCGCGACTACGAGCTCTTCAAAAAGGACGCGGTGCTTGCTGCATTGCTCGAT 
ATGGCTGAAGAGAATGAGGGTGGCGAAGGCGCTGATGACACTGACGCTGCTGATTCAGCG 
ACAACGACCCCACCTGCGTCATCACAGCCAACAAACCCTGCCATCCCCGCTGGACTGCTT 
CAGGCAATACAACAAACCCAGGACACCAATGGTCGCGCCATCGCGCCTGTGACCACAGCT 
GAACTTGATCATTTTGATGATCTGCCAGTACAGCGCCAAGAAGATCTTGGCACCTTAGTT 
GTTATCTCTGCTGTTCACGCAAGCGACTCTGCGGCA 

>RXA01030-downstream 
TGAAACTGCTGCAATACGCAGGT 



f:3 



% >RXAO 1 0 64 -ups t r earn 

CTATTCTCCGAAAATCCATTAATGTTAATGATTAAGTTAGTCTATTTCATAGTTGATTAA 
CTTATCCACTACCCAGACCTCTACAAGAAAGTTCCCCAGA 



>RXA010 64 

ATGTCACTATCTATTAGTTTTCATAAAATTGCACTCTCTGCCACCACCTTGCTTGGCGCT 
:5 GTCGCAATCTCTGCCTGTGCGCTAGTAACTCAAGCACCTCCTATTAACGCAGCCCCGGTT 
.y ACTGGCAGCAGCTCATTAAGCTTCACCCTCGACCTGGGCACCACCACCCCTACCAGCATC 
: GACACAGTAAAACTCACTCAGCAAGCACAAAATCAAGCGGCACCACGCGTTGCAGCGAGC 
s % CTGGTGCGCGTGGTTGACGGCGACACCATTGTCGTGAACTATCAGGGTGCTCAGAAAACT 
GTTCGTATGATCGGTATTGATTCCCCCGAAACCAAACACCCCACCAAGCCTGTGGGCTTC 
TACGGACCAGAATCTTCACAGAATCTCACCACCATGCTGCGCGGTGCCACCATCACACTA 
GAATTTGATTCCACCCAAGCCCGCGAAGATCAATACGGACGCCTGCTTGCTTATGTCTGG 
TACACCAAGGGCGATAGCGGTCTTAAGCTTGCCAATTTGGAACAAATTGCCTCAGGCTCT 
GCTGCTGAATACAGCTTCGACACCCGCTACAACCACCGCAATATTTTCCTACGTGCACAA 
ACCCTTGCCAAGGCAAGCAGTCTAGGTATGTGGGGT 

>RXA0 10 64 -downstream 
TAAAAGAAACCCACCTATACCAA 



in 



>RXA0114 9-upstream 

ATTTTTAACAAGAACCTTTTTCAAACATTCTTTTTATAAGTTTTTTCCATATTGGTTGAT 
CCCCCACCATCGGGATCCCTGATCCACGAAAGGAGTGTTC 

>RXA0114 9 

GTGGTAGCTCCGCAGTCCCGGAAACCGCAGCACCCTGGTGAGATTTTGAGTGAACGTTTC 
CTCGAACCCCGAGGAATCAGCCACTACGATCTCGCCAAAACCCTCCACATCACCGAAGCA 
ACCATCGCCAATTTCGTTGAAGGTCGCACCGACCTCACCATCGGACTTGCAGTACGCCTC 
T C C C G C T CAT T C GAT T T GAG C AC AC AG G AAT G GAT C G C AC T G C AG C GC AC C T T T GAT C AG 
GCTCATCGTCGATCTGCT 

>RXA0114 9-downstream 
TAAAAGTTTTTAGCTTCATCGAA 

>RXA0115 7-upstream 

CGGATGCTGAACCCAAGTGGGGAGGCGTCGATAAGCTATAAACCCGGGCGCGCCGACTTC 
GGTGACGTGCTCTAGGGCCTAGCCAGGTACCCTTAGAGGC 
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>RXA01157 

ATGAGTTTTTCTGCCGAAAAGGGCACCCACCTTTCAGAGTTCATAGCAGACCTGGGCTTT 
GATCTGGACGAGTTCCAAATCAAAGGCTGCCACGCTGTGGAAGAAGACCACGGTGTTTTA 
GTATGTGCGCCCACCGGCGCGGGCAAAACAATTGTTGGTGAATTCGCAGTGTCCCTCGCA 
TTATCGCGGGGGACAAAGTGTTTCTACACCACCCCCATCAAAGCGCTGAGCAACCAGAAG 
TACCACGATTTGGTGGCTAAACACGGCTCCGATGCCGTTGGTCTGCTCACCGGTGATGTT 
TCCATTAACCATGATGCTGACATCGTGGTCATGACCACCGAAGTGCTGCGCAACATGATT 
TACGCGGGCTCTTTTGCGCTTGAGCGCTTAAGCCACGTGGTCATGGATGAGATCCACTTC 
CTTGCTGATGCCTCCCGTGGCGCGGTGTGGGAAGAAGTGATCCTCAACTTGGATGATTCC 
GTCAACATCATCGGTCTATCTGCCACGGTGTCCAACTCAGAGGAGTTTGGTGAGTGGCTG 
ACCACTGTTCGCGGCGATACCCGTGTGATTGTTACTGATCACCGCCCCGTTCCGCTTGAT 
CAGTACATGATGGTGCAGCGCAAAGTGATGCCACTGTTTGAGCCTGGCACCGATGGACGC 
GTGAACAAGGAGTTAGAGGCAACGATTGATCGCCTCAACAGCAAGCAAAGCGAACAAGGC 
CGTGCGGCATACCGCTCTGGTGAAGGCTTCCGTGCACGCAGCAAAGGCGATAAGCAGGAT 
TCTCGCACTGGTAAGCCACGGGAACAAGACCGCCACAGGCCACTGGGTCGGCCTGAAGTG 
CTCAGCATCCTCAAGGGCATCAACATGCTGCCAGCGATTACGTTTATCTTCTCCCGCGCG 
GGCTGTGATGGTGCGCTGTACCAATGCTTGCGTTCTAAGTTGGTCTTGACGGATCAAGCA 
GAATCAGAAGAGATTGCACGCATTGTCGACGCCGGCGTGGTGGGGATCCCCGAGGAAGAC 
CTTCAAGTACTGAACTTTAAGCAGTGGCGTGCTGCACTGATGCGCGGTTTCGCAGCCCAC 
CACGCGGGTATGCTTCCAGCGTTTAGGCACATCGTGGAAGAGCTCTTTGTTAAAGGTCTT 
GTCCGCGCGGTGTTTGCCACGGAAACCCTGGCATTGGGAATCAACATGCCAGCGCGCACC 
GTGGTGTTGGAAAAGATGGTCAAATTTGACGGCGAAGGCCACGTTGATCTCACCCCTGGC 
CAATACACGCAGCTGACCGGTCGTGCTGGTCGACGTGGCATCGATGTGTTGGGTAATGCT 
GTGGTGCAGTGGTCACCAGCACTTGATCCACGATGGGTGGCAGGTCTTGCCTCTACGCGT 
ACCTACCCGCTGATCTCTACGTTCCAGCCGGGCTACAACATGTCGGTTAACCTGCTGAAA 
ACCATTGGTTATGAGCCTTCGCTGCGCCTTTTGGAAAAATCTTTTGCACAGTTCCAAGCC 
GATGGTTCCGTCGTGGGCGATGTGCGTGAAATTGAACGTGCAGAAGCCAAGGTGGCAGAA 
TTGCGTGCCCAGCTGAACAAAGAGATTGCTGCCACCAACCCTGCG 



CCACGTCCAGAATCTTCTTGAATTCCCCGGCGCGCTTAAATGATGTCCACCCCACCTAGT 
AGGGTGGTGTCCATTGATTCAGATCGAAAGGACCACACCT 



>RXA01238 

GTGATCGCGGCTTACGGCGCATCCATCTCTTTGGATGATTCCACCCTCACCATCTCTTAT 
TCCCCTCTTCTTGCTGCTCTTTCTAAGTCCAGCGCACAATCGGAATCGGTTGATCTGACA 
CAGGTCTCTGGAGTATCTGTGCAGGATCCCACTGCTTTTACTCACGGCTTTTTAAACCTG 
GAGGGCGTGGATAAATCCATCGCCTTTGCCCCAAATAGTTCGGCAGATTTAGCTGCGCTG 
GCAGCTGATATTGATGCTGTGTTGAAGGGTGAAAAGCCACAGCACCTGGGTGGCGGAGCC 
CCAGTAGTGCCTTCAGCTCCATCTACTGTTGCTGGTCTGAATTTCGTGGGCTTTGACGTA 
GAGACGGCCAATGATGATTGGGGTTCCATCTGCCAGATTGGTTTGGTCAAGTACGTCGAT 
GGTGTGGAGGAATCTTCGGAGTCATGGTTGTGTACTCCTCCTGAGAGCCTGAATTTCTTC 
AATGAGATCAACATTGGTATTCACGGCATCACCCCAGAGATGGTTGCTGATCAGCCTCGT 
TTTGCAGACCTTGTGCCCAAGATGGTGGAGTTCGTTGGGGATTTGCCGTTGGTTGCTCAC 
AATGCGCAGTTTGATTTCACCGCATTGTCGCGCGCGTGTGCTGCCTCAGGGATCGATGTC 
CCAGAGATGATTTATGGCTGCTCGTTGACGTTGGCACGCAATGAGAAGCTGCAGGTGGAA 
AACC AT AAGCTTCCAACGGTGG CTAGTCATTTAGGGTTTGAGCTGAAAAACC AC CACG AT 
GCTGCTGAAGATGCTCGCGCGTGTGCTGCGATTACCATTGCGTTGGCAAAGCGCCACAGC 
TTTGAGGGCAGCTTTGTGGATTTCGTTCACAGCCGTGGTTTCACCATGGGAACCGTGGAT 
AACGCCCGGGTGTATCCGGTGCTGAAGGATCGTTCTGGAGCTAACGTTGCGTTGCAGCGT 
CGAAACTTTGGTTTGGATGCAGGCAAGACCGAAGTCCCCGTGCAGCCAGCTGTTGATCCA 
GCGTGGGAAACCCCGAAGGCGGAGCCAAAAAAGCAATCTGGCCGCCGTGCACCGTGGGAC 
AAGGTGGCTACCCCTGAGGTCATTCCAGATCCCAATCCCGATGCTGATCCGTCGAGCATT 
CTCTATGGCCAGAATGTGACCTTGACTGGTGATTTCGAGCCATATGAAAAGGGTGCGCTG 
TGGCAGCGGATCGCTGATCAAGGTGCGCTGATCGGTAAGAACGTGACTAAGAAGACCACC 
ATTTTGGTTGCTGGCCCGTGGGCAACGATTACCAGTAAGCAAAAACGTGCTGAGGAGTTG 
AAAGAAAAAGGACAGGACATCCAGATCTGGGATGAAAAGCAGCTGTTTACGGCTCTGGGG 
TTAGATGAACAGCCCCCGTTT 



l.y 



>RXA012 38-upstream 
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>RXA0 1238 -downstream 

T AAAAG AAT T T T C T AAAAC T C GG 



>RXA012 55-upstream 

TGCCCGGGTATCCTATGGATTTGGTCATCTACAACCATCAACGACCATTTGCATGCCTTG 
AAATGCTGTGAAACCTCTCTAAGCAACTAGAGTTGTAAAA 

>RXA01255 

AT GAGC AC C AC T T C G G AAT C AC AAG AT C AC G C C GC AAGAAT C G AAG C T GAG C GC C AAG AA 
GCTATTGAGGCGGCTCCTTTTGTTTCCGTCAGCATTCAATCAAGTGGAATCCACCCATCG 
ACTTCACGCATGGTCACCATTGATTTGGTAACGCTGTCCCCTAATTTGGAGCCGGTGGAA 
ACTTTTCATGCCGTGTTGGATTCCAAAACTGATCCTGGCCCCTTCCACCTTCATGGCGTG 
AC AG AG G AAG AAT T T G C C AG C G C T AAG CGTTTCGGC C AG A T T T T G AAAAGC T T G G AC C G C 
CTCATCGATGGTCGTACCCTGTTGATCCACAATGCTGCGCGAAGTTGGGGCTTTATTGTT 
TCCGAXGCCAAGCGCGCTATGAATGATGCTGCGCGCGCCAATCGCAACAGCAATCGTGGA 
AATCGCCGTGGTGGTCGCGGACGCCGCAGGCAGCGCGTGGGGCACATCCCAAAGCCGCTG 
GTGATCGTCGATACGCTTGCATCGGCGCGTCGACAAGCAATCGCTTTAGACGACGTGCGC 
ATCCGGGGTGTCGCACACACCCTCGGCCTTGACGCGCCTGCAGCGGAGGCGTCGGTGGAA 
CGCGCGCAGGTGTCGCACCGCCAGTTGTGCCGCGAAGAAACTTTGCTTGTGGCACGGCTT 
TATGGTGCGTTGAAGCAGTCAGGACCGCTGGCGGAAATCGATCCCCAGTCCTTGCGCGCC 
GATAAGTTTGGTTTGCAACGCTCGATCATCCGGGTGCAGGCGCAGGAAGCTTCGCCAACG 
CTGGTCAACCCTGGTACGTATGAGCCGGGAAAGACGCTGATCGCTGGGATGGAAGTTGTG 
GTCGCGCCGGAAATTGAGATGGATCCGGACATCATTATCCAAGCGTGCGTCGATGCAGAT 
TTGTCCTATTCTGAGAAGCTCACCCGGCAAACCTCAGTGGTGGTGTGCAATCAAACCCGC 
GACATTGACGGCAAAGCGATGCATGCCCAGCGTAAAGGAATTCCGCTGCTGTCCGATGTT 
GCCT TCTTAGCAGCTG TTAAAAGGGT AAAAG AAGGG AAG AAAGTGGACGTCGAAAAGCGC 

>RXA01255-downstream 
TAGTGCCACTTGCTTAACTAGAC 



>RXA0 127 9-upst ream 

TGTCCGTTACAAGATCGTCCGTGGCGCACTGGATACCCAGGGTGTTAAGGACCGCAAGCA 
GGCTCGTTCCCGCTACGGCGCGAAGAGGGGATAATTAAAA 

>RXA0127 9 

ATGCGTAAATCAGCAGCTCCTAAGCGTCCAGTAGTTCAGGACCCTGTATACAAGTCCGAG 
CTCGTTACCCAGCTCGTAAACAAGATCCTCATCGGTGGCAAGAAGTCCACCGCAGAGCGC 
ATCGTCTACGGTGCACTCGAGATCTGCCGTGAGAAGACCGGCACCGATCCAGTAGGAACC 
CTCGAGAAGGCTCTCGGCAACGTGCGTCCAGACCTCGAAGTTCGTTCCCGCCGTGTTGGT 
GGCGCTACCTACCAGGTGCCAGTGGATGTTCGCCCAGAGCGCGCAAACACCCTCGCACTG 
CGTTGGTTGGTAACCTTCACCCGTCAGCGTCGTGAGAACACCATGATCGAGCGTCTTGCA 
AACGAACTTCTGGATGCAGCCAACGGCCTTGGCGCTTCCGTGAAGCGTCGCGAAGACACC 
CACAAGATGGCAGAGGCCAACCGCGCCTTCGCTCACTACCGCTGG 

>RXAO 127 9-downst ream 
TAGTACTGCCAAGACATGAAAGC 



>RXA012 8 0-upstream 

ACTTTTTCAAATCCTTCGCCATCGACAAGCTCAGCCTTCGTGTTCGTCCCCCGGGCGTCA 
C G T C AG C AG T T AAAG AAC AAC T C C G AAAT AAGG AT G G T T C 

>RXA0128 0 

ATGCCAACTATTCAGCAGCTGGTCCGTAAGGCCCGCCACGATAAGTCCGACAAGGTGGCT 
ACCGCGGCACTGAAGGGTTCCCCTCAGCGTCGTGGCGTATGCACCCGTGTGTACACCACC 
ACCCCTAAGAAGCCTAACTCTGCTCTTCGTAAGGTCGCTCGTGTGCGCCTTACCTCCGGC 
ATCGAGGTTTCCGCTTACATCCCTGGTGAGGGCCACAACCTGCAGGAGCACTCCATGGTG 
CTCGTTCGCGGTGGTCGTGTTAAGGACCTCCCAGGTGTCCGTTACAAGATCGTCCGTGGC 
GCACTGGATACCCAGGGTGTTAAGGACCGCAAGCAGGCTCGTTCCCGCTACGGCGCGAAG 
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AGGGGA 

>RXA012 80-downstream 
TAATTAAAAATGCGTAAATCAGC 



>RXA012 8 6-upstream 
CGCCGAAGACTGTTGATGCCCTTATGCGCATCGACCTTCCGGCCAGCGTCGACGTGAACA 
TTCAGTGATCGACGGAATTTTTGGCAGCGGAGAATAAATA 

>RXA012 8 6 

AT GAG T G AAAAC GAG AT C AAG G G CAT T C T G G G C AC C AAG C T C G G CAT G AC T C AG A T C T T C 
GACGAGGAGAACCGCGTTATTCCGGTTACCGTCGTTGAAGCGGGTCCATGCGTAGTTTCC 
CAGATTCGCACCGTTGAGACCGATGGCTACAACGCCATCCAGATCGCCTACGGCGAAATC 
GACCCACGCAAGGTGAACCAGCCATTGACTGGTCACTTCAAGAAAGCAGGCGTTACCCCC 
CGCCGCCACGTCACCGAGATTCGTATGGACGATGTCTCCGGTTACGAGGTTGGACAGGAC 
GTTACCGTTGAAATCTTCAACGACATCAAGTTCGTTGACGTCACCGGTACCACCAAGGGT 
AAGGGCTACGCCGGCGCTATGAAGCGCCATGGCTTCGCTGGCCAGGGTGCCGGCCACGGT 
AACCAGGCTGCACACCGCCGCGTAGGTGGCATTGGTGCAGCTGCTACCCCAGGTCGCATC 
TTCAAGGGCAAGCGTATGGCTGGCCGCATGGGTAATGACCGCGTCACCACCCAGAACCTC 
AAGGTTCAGAAGATTGACGCCGATGCCAACATCATCCTTATCAAGGGCGCAATCCCTGGT 
AACCGTGGTGGCATCGTTACCGTTAAGACCGCAGTGAAGGGCGGTGCACACGCA 

>RXA012 8 6-downstream 

T G AC G AAT C T G AAG C T G TAT G T T 



>RXAO 128 7 -upstream 
CGAGCCCCAAGCCCGGACAACGTTATAGAGAAAGAATGAAGCGAATTCCCACCGCTTTTC 
CAAAATGGAAGATGTGGGACGAGCGAGGAAGAGGATAAGC 

>RXA01287 

GTGGCGGGACAAAAGATCCGCATTAGGCTCAAGGCCTACGACCACGAAGCGATTGATGCG 
TCTGCACGCAAGATCGTTGAGACGGTCACCCGTACGGGTGCCCGAGTCGTTGGACCGGTG 
CCTTTGCCTACCGAAAAGAACGTATACGCCGTTATTCGTTCTCCACATAAGTACAAGGAC 
TCTCGCGAGCACTTCGAGATGCGCACTCACAAGCGCCTGATCGACATCCTCGACCCGACG 
CCGAAGACTGTTGATGCCCTTATGCGCATCGACCTTCCGGCCAGCGTCGACGTGAACATT 
CAG 

>RXAO 128 7 -downstream 
TGATCGACGGAATTTTTGGCAGC 



>RXA01305-upstream 
TTCTCAAGGCTCCCTCTCCTTTAAGTTCGTGGCCCCAGCGCCAGCTTTTTTCATAAAAAC 
T C AAC AG G C AC T G T G G G AC C C C T T C AC T T T G AAAG AC AT C 

>RXA01305 

ATGCGCCCCTCTTCCCGGCCACTTGGCCTCGTCCTATGCACCGCACTGGCATCAACGATC 
ATCACCGTTCCCGCAGCGTCCGCCCAGGAGCCAGCGCTTCTCGATGCCTCCGCCATCGCC 
CCACATACCGCCAGCTACGGCTACTACGTTGATGCATGGGACACCAACGTTTCCACTGAT 
CTGAATCCATCAAGTAATGCAGCTGTTGGCGTACTGGAGGAAATGCTTGAGCTGTGGACC 
CCAGGCGAAGAATGGAACACCGGCGTCAAGGTTGACCCCACCGTGCTGGATTCCAACATC 
GCACAGTCTGTGGCAATCTCCCAGCAGGCGACCGATGCTCAGCAAGAACGTGCTTGGGTT 
ATTGATCGCCGCAACCAGAACTACACCGCAACCGACGGTCTTGGCGCATACGCAGATAGT 
TACCGCGAGACCGCACAGGTGGGCACCACCATCCCTGACGTTGTTCCAGCTGATGCCACC 
ACCGTGAAGTACAACGATGGCGGCAATGTGAATGGCAATTGGGCAGAGACCGGTGGAGAA 
CTCGGATCCACTGTTGATCTAATTGAAGCTATCCGTCAGCATGCCGCAACCAGCAACAAT 
GCCAAGGCGTACTACCAATACCCACGCCCCTACCGCTGGACTGAATCCATCGAACCAGAA 
GCCTGGGGCGAGGGCGTTGACATGCCAGAGTATGCAAACCCACTGCGCAAGGATGAATCC 
GAAGCTGCCAGCGATGGCGGTTTCCCTTCCGGACACACCTCCGCAGGCGGCATGGCAACC 



Attornej^tcket No.: BGI-130CP 
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AACGGCCTGGCTTACGCTTTCCCACAGCAATACGATAAACTGCTCATGACTGCAGCGGAA 
ATCGGCGAAAGCCGCATCCAGCTGGGCATGCACTCTCCGCTTGATGTTATTGGCGGCCGT 
GTTCTATCCACCGCGATTACTGCAGGTGCACTTAATGATCCGAATCTCGACTCGGTGAAG 
GCTGAAGCCTTCGATGATGCTCAGGCATGGATCAGTAACCAGAGCGACATCACCACCAAC 
ACTCGCGATTTTGATGAGCAACTCGCCGAGTACACCAACTTCCTCACCTTCGGCTTCGAG 
CAGTCCGGCGACACCACCCAAGACATGCGCGTGCCAAAGGGAGCTGAGGCTCTGCTGGAA 
ACCCGCCTTCCGTACCTTGATGACGAACAGCGCCGTTGGGTTCTACATTCCACTGGCCTC 
GAGTCCGGTTTCCCAGTACTTGATGATGCCGAAGGTTGGGGCCGTCTCAACCTCTACGCT 
GCCCAGGCTGGCTACAGTGCATTCGATACCAACGTTGACGTCACCATGAATGCCATCGAC 
GGTGGCTACAACGCCAAAGACAACTGGCAAAACGACATCGAGGGCGCAGGATCCCTGACC 
AAGAACGGTTCCGGTGAACTCACCCTGTCAGGTGACAACTCCTACACCGGTGGAACCACC 
ATCACCGCGGGCACCTTGGTTGCTGCAACTGAGTCAGCTCTGGGAGCAGGCGATCTCACC 
ATCAACGATGGTGCAACCTTGAAGATCACCCAGCCTGTCACCGTGGATGGAACCGCAAAC 
CTGGGAGGAACTCTGCACGTTGCCCTTCCTGTTGGCACCAACCACGTCACCGTGATCGAT 
GCTGCATCAATTTCCGGTGAATTTGATGAGGTTATTGTTGATGGCGCAGTTGACGCTCAG 
GTGAGCTACGACAACGGCTCTGTCGTGATTACTACAGGCGCACCTTCTGATGACGTAAAG 
GAAACTGGCTCTTCTGCTGGCGGAATTCTTGCCATCGTGGCAGCCCTGGGTGGCATTGCA 
GCACTGATCTTCGGTGCATTCACCCAGTTTGGTTTCCCACCAGCAATCAAGGAAATGTTC 
GACCTT 

>RXA01305-downstream 
TAAGCCTTCGCCAACCCCACGGC 



TCCAGGACAAGAAGGACGCATAAGTCGCCACCAGGCGCACCAGTTTTACCCCAAACTTTT 
T C GAG C G T G T T AAAC G C T C AAC AAC AG G AAGG AT G C C AC C 



>RXA01334 

ATGGCTAAGCTCACCAAAGACGAGCTCATCGAGGCTTTCAAGGAAATGACCCTCATCGAG 
CTCTCCGAGTTCGTTAAGGAATTCGAAGAGGTCTTCGACGTAACCGCAGCTGCTCCAGTT 
GCAGTTGCTGCTGCAGGCGCTGCAGGCGGCGAAGCTGCTGCTGCAGAAGAGAAGGACGAG 
TTCGACGTCGTTCTCGAAGACGCAGGCGCAAAGAAGATCGGCGTCATCAAGGCTGTCCGC 
GAGCTCGTCTCCGGCCTGGGCCTGAAGGAAGCAAAGGAGCTCGTTGAGGGCGCACCTAAG 
GCTATCCTCGAGGGCGCAAACAAGGACGACGCTGAGGCTGCAAAGGCTAAGCTCGAAGAG 
GCTGGCGCAAAGGTCACCCTTAAG 

>RXA0 133 4 -downstream 
TAAGAACTTTCTTACACCTTTTC 



>RXA01335-upstream 

GCGCCCTGTGCTCTTGCACGGGGCTTTTCTCATTGGTTTATTGACCGTGTGAAAGCTCCG 
CGGATCAGTAGATTACACATAAGAGGAAGGAGGCGAAGTA 

>RXA01335 

ATGGCAAACCCAAGAAACGAAGCAGCTCTGGCAGAGCTCAAGGCACGTTTCGCTGAGACC 
GACACCGTCGTTCTCACCGAGTACCGTGGCCTGACCGTGGCTCAGACCACCGAACTGCGT 
AAGGCACTGGGCTTCGATGTCCAGTACTCCGTCGCCAAGAACACCCTTGTTAAGATCGCC 
GCTAACGAAGCTGGCGTCGAGGGCCTTGATGATCTCCTGACCGGTCCAACCGCTGTTGCC 
TTCATCAAGGGCGAAGCAGTTGACACCGCTAAGGTGCTGAAGAAATTCGGCGAAGAAAAC 
AAGGCATTCGTAGTCAAGGGTGGCTACATGGATGGCAACGCGCTGACCGCTGAACAGGTC 
AACGCAATCGCCGAGCTGGACAACCGTGAGACCACTCTCGCGAAGCTTGCCGGCGCCATG 
AAGGGCAGCTTGGCAAAGGCCGCAGGCCTGTTCAACGCTCCTGCTTCCCAGGTCGCACGC 
CTCGCCGTTGCGCTCCAGGACAAGAAGGACGCA 

>RXA01335-downstream 
TAAGTCGCCACCAGGCGCACCAG 



>RXA0134 3 

ATCTACTCCCCACTCGAGGCTGCAAACCTGGTCAAGGAGACCTCCTCCAAGAACTACGAC 



>RXA0133 4 -upstream 
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GCTTCCATCGACGTAGCTATCCGCCTGGGCGTTGACCCACGTAAGGCTGATCAGCTTGTT 
CGTGGCACCGTCTCCCTGCCTAACGGCACCGGTAAGACCGTTCGCGTTGCTGTGTTCGCA 
CAGGGCGAGAAGGCTACTGAGGCTGAGGCTGCTGGCGCTGACTTCGTTGGCACCGACGAG 
CTCGTTGAGAAGATCCAGGGTGGCTGGACCGACTTCGACGTTGCTATTGCAACCCCTGAT 
CAGATGGCTAAGATCGGCCGTATCGCTCGTGTCTTGGGCCCACGTGGTCTGATGCCTAAC 
CCTAAGACCGGCACCGTCACCAACGATGTCGCTAAGGCTATCGAAGAGGTCAAGGGCGGC 
AAGATTTCCTTCCGCGTTGACAAGGCTTCCAACCTGCACGCTGCAATTGGTAAGGCTTCC 
TTCGATGCGAAGAAGCTGGCTGAGAACTACGGCGCTCTCCTCGACGAGATCATCCGTATC 
AAGCCTTCTTCCGCTAAGGGCATCTACGTCAAGCGCGTGACCCTGTCTTCCACCACCGGT 
CCTGGTGTT GAG G T T G AC AC T C AC G T C A C C AAG AAC T AC G C AG AAG AG G C A 

>RXAO 1 3 4 3-downst ream 
TAAGCCTTCCCACGCGTAACTCT 



>RXA01353-upstream 

CAGCCTCGAAAATTGAAACGGAAACGAACCGGCCGAGCACCCCAAACCTGGGGAAGTGCC 
GCCAGGGTCCTCTTTCCCTACTAGTAAAAGGATTGTTTAT 

>RXA01353 

ATGAACATTCTGGATAAGATCGACGCAGCATCCCTGCGCGACGACGTTCCTGCATTCCGC 
GCCGGCGACACCCTCGACGTACACGTCAAGGTCATCGAAGGCACCACCACCCGTACCCAG 
(;3 CTGTTCAAGGGTGTTGTCATTCGCCGTCAGGGCGGCGGAATCCGCGAGACCTTCACCGTA 
,3 CGTAAGGTTTCCTTCGGCATCGGTGTTGAGCGTACCTTCCCAGTACACTCCCCAAACATC 
m GAGAAGATCGAGGTCATTCGTCGTGGTGACGTTCGTCGTGCGAAGCTGTACTACCTGCGC 
K GAACTGCGCGGCAAGGCTGCACGTATTAAGGAGAAGCGC 

>RXA01353-downstream 
11 1 TAATTATTTAGCGTTTGTTAGGT 



>RXAO 135 6-upst ream 

TCGGTGGCGTCGACGACCCTGCCATCAAAGGCTAGTAATTCGCTTTTCGACGCCCCCCTC 
AAT G C G AC GC T T AAAG CAT C T AC G G AC C T T T GAG G T C AC C 

>RXA0135 6 

TTGTCACGCAACGGGCTAGGGCCCGTTGCAGGAGTAGACGAAGCTGGACGCGGTGCCTGC 
TGCGGACCCATTTCAATTGCCGCATGCATACTCCCGGACAAACCCATCCAGGAGCTAGCC 
G C AC T G AC AG AC T C C AAAAAG C T C AG T G C C AG C AC C C GC G AAAAAC T CAT G C C AC T GAT C 
AAAAAACACGCACTCGCTTGGTCAGTCATCGTGATCTCCGCCCAAGACATCGACCGATTT 
GGCATCCAACACGCAAACATCTCCGGCATGCGACGAGCCGTAGCCGCCCTAGGCACCCAA 
CCCGGCTACGTACTTACCGACGCCATGAAAGTCCCCGGCTTCACAGTCCCATACCTACCC 
ATCATCGGCGGAGACGCCTCCGCCCGATGCATCGCCGCCGCAAGTGTATTAGCCAAACAA 
ACCCGCGACGACATCATGACCGACATGGCCAACGACTACCCGCACTACGGTCTCGAAATT 
CACAAAGGCTACAGTACGAAGATCCACATGGATGCGGTGCGCCACCACGGCGCAAGTCCC 
GAGCACAGATATAGTTATGCAAATGTGGCCAAGGCACACCAAGAATGGCTACACGCTGCA 
GATAATGACACGACGGAAGGTGGAGCA 

>RXAO 135 6-downst ream 

T GAG C G C T G AAG AAC T C G AC AAC 



>RXA01363-upstream 

TATACCTTTGAATATCCTTTCCGGGTGTTGGATCGTGAAGCTGATCTGCGTGCTGCATAT 
GCAAAATTTGAAAACCAGCTTAAGGAGCCATAGAGCGCTT 

>RXA013 63 

ATGTCCTCACTCATTCCTGTCCATGCGGCTGGCAGCATTCAAGAAGGCATCACCGAATAT 
TTGACCACCAGTTTTTCCCTTGCGGATAAGCAAGTGGCCACCGAGCTCAAGCGGTTCTTG 
GGCCACGGTGATTCCGGCATGTTCCACGGGCCTTATGTGCGTGCACGTTTGCCCTATGCT 
CAGGCACAGGAATGGGAAAATGTGCTGAGTTGGTTACCTGAGAACTTTGTGCCCTATCAC 
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CATCAAAAAGCGGCGTTTCAGCGGCTGAGTTCCCTCGATAACCGAGGTAAAGATCGCCGC 
CCCGATCCCACCTTGGTGGTAACTGGAACGGGTTCCGGTAAGACGGAATCTTTCCTCTAC 
CCGATTCTGGATCATGCCCTGCGCCTGCGGAAACGTGGCCAACAAGGCATCAAGGCGCTG 
TTGCTTTATCCCATGAACGCCTTGGCCAATGACCAGGCAGATCGTTTGGCGCGGCTCATT 
CACAATAACCCAGCACTTAAAGGTGTTACCGCCGGTATTTATACCGGTGAAGCCAAGGGC 
AATCGCACGCAGATGGGCGAAAGGGAGCTTATTAATGATCCCCAAGCCATGCGGGTTAGT 
CCCCCAGATATTTTGCTCACCAACTACAAAATGTTGGATCAGCTCTTGCTGCGCAGCGTC 
GACCGCGAAATGTGGCAAAAATCCGCCACCTCTTTGCAG 



>RXA0 137 4 -upstream 

TCCCCGCAGCCCACCACCGTGGGCTGCGGGGTGTGGCGTTTTTGCCACAAAGTGGACCGT 
ATTCGCAAATACTTTGTTAAGACGCGTTAATCTTTAACCT 

>RXA01374 

ATGTCTGAATCAGGTGCGCTAAGTTCTACTGACTCTCTATCCCCGGGTGTCACCATTGAA 
GTCCGAGATGAAATTTGGCTGGTTACTCACGTTACTCGCTCCACAGATGGTTTTAGGGTT 
AAAGCTCGTGGTCTCTCTGATTATGTGCGGGACCACGAAGCTACGTTCTTCACCGCACTT 
GATAAAGATTTGAAGGTCATTGACCCTACCCAGGTCACCGTCAGTCTTGATGATTCCTCC 
AATTACCGTCGCACCCGCCTGTGGTTGGAGGCCACCATGCGTAAAACTCCGGTACCGCTC 
TATCAAGAGTCACTTTCCGTGGCAGATCAAATGCTCGCCGATCCACTGGAGTACCAATTA 
GCAGCCGTGCGCAAAACCCTCTCTAGTGCTAACTTGCGCCCCCGCGTGCTTATTGCTGAT 
GCCGTGGGACTTGGCAAAACCCTAGAAATGGGCATGATCTTGGCGGAACTTATCCGCCGT 
GGCCGTGGTGAGCGCATTTTGGTAGTCACCCCGCGCCACATTATGGAGCAGTTCCAGCAG 
GAAATGTGGACCCGTTTTGCCATCCCGCTCGTTCGTCTAGATTCCGTGGGCATCCAGCAA 
GTGCGCCAAAAATTGCCAGCATCACGCAACCCTTTTACTTATTTCCCGCGCGTGATTGTC 
TCTATGGATACTTTGAAATCTCCGAAGTACCGCGCGCAACTAGAAAAGGTGCACTGGGAT 
GCGGTGGTTATAGATGAAATCCACAATGCAACCAATGCTGGCACCCAAAATAATGAGCTA 
GCCCGCACACTTGCGCCTACTGCCGAGGCTCTTATTTTGGCCTCTGCCACCCCGCACAAT 
GGTGATCCAGAATCCTTTAAGGAGATCTTGCGTTTGCTTGAT 



>RXA014 23-upstream 

TTCCCCCGGTATAGGGCTAGCGCGGAAATCTTCGCGCACTTTGTCCACTAGAACCGGTGT 
GTCCGGTGATCCGTCAACAAAATATTTAGGAGTGTTTCAC 

>RXA014 23 

ATGGCAAAGGGCAAGCGGACGTTCCAGCCGAACAACCGTCGTCGTGCACGTGTTCACGGT 
TTCCGTCTTCGTATGCGTACCCGTGCAGGTCGTGCAATTGTTGCGGCTCGTCGTCGCAAG 
GGTCGCGCAAAGCTGACCGCG 

>RXA014 2 3-downstream 
TAATTTTTTAGCGTCACCACAAT 



>RXA014 24-upstream 

GTAAGCAACAGTGCTTCCAGCGCAACATAAGCTGAACTCTTCCATGCAATTTCGCACGGT 
GATGAGGAAAGGGCGTCGCGCTGGCAGTAAAACTGTCGTT 

>RXA014 24 

GTGCACCTGTGGGATAGTGCCGAATCGTTGGATGGCACCGAAAAACAGGGCGAAGTCGCC 
TCATTCGGTGGTCCGCGGTTCGGCCTTGTCGTTTCTAAGGCCGTCGGAAATGCGGTGGTT 
CGTCACCGCACCTCCCGACGGCTTCGTCATATCTGTGCAAGCATTGCAGAAAAATCACCA 
GAGCTACTCTCCCCCACTCATCACGTGGTGATCCGCGCGTTGGCGGGGGCTGGGAATGCA 
ACCTCGGCGGAACTTGAACGAGACATCCGCTACGGGTTGGGGAAAGCTAGCCGTGTGCGC 
ACCAACAAG 

>RXAO 14 2 4 -downs t ream 
TGATGATCCTTTCGACATCCCAG 



Appendix A, page 28 



Attornej^acket No.: BGM30CP 



>RXA014 53-upstream 

TACAGCATTCGAGTCAACGACCAGTGGCGGATCTGCTTCCGTTGGAACGACTCGGGCCCC 
G AAAAC G T C GAG AT C G T G GAT TAT C AC T G AGG AG GAG AC G 

>RXA01453 

ATGGCTCAGAAGCTCTACCCGCCGATTCACCCTGGTGAGATTCTCATGGAGGACTTCATC 
AAGGGCTTCGGCCTCACACAGAACAAGGTCGCCGTATCGATCGGGGTGCCTCCGCGACGC 
ATCAACGAGATCGTGCACGGCAAGCGATCCATCACGGCCGATACGGCTCTGCGTCTCGGG 
CGGTACTTCGGTATCGACCCGCAGTTCTGGCTGAGCCTTCAGACTCAGTACGAGTTGGAG 
CTCGATCGCGACGCCGGTGCAGCGACTTACGCACAGATCACGCCGCTGAAGGTCGCG 

>RXA014 53-downstream 
TGAGCTCGGTGGCCAGAAAACAT 

>RXA014 8 0-upstream 

CGAGGACAACGATGACTCCGAGCACTCCGCCGAGGGTCTTCTTGCTGTTTTGCATACAAC 
CAATATAGGCACACTAAAGGGACGGGCTAAAGTGATGGTC 

>RXA0148 0 

ATGGCAAAGGGACGTATTCCGGAAAGTGACATTCAGGCAATCCGCGAGCGCACCCCGATC 
GAGGAGATCGTGGGTGATTATGTGCAGCTGAAATCGGCAGGTGCTGATTCGCTCAAGGGG 
CTTTCTCCCTTTAAAGATGAAAAAACACCATCGTTCCATGTGCGCCCCAACCGTGGTTAC 
TACCACTGTTTCTCCACCGGCAAAGGTGGAGATGTGTTCTCCTTCCTCATGGAGATGGAA 
CACATCTCTTTCCCTGAGGCTGTGGAAGTGTGTGCGGAGAAAATTGGTTATCAGATCAAT 
TACCAAGGTGGTGGCCCGGGGCGCCGTGAGGAACCTGGAACTCGCCAGCGCCTTATTTTG 
GCTAATAAGGCTGCGCACCAGTTTTATCGCGAGCAATTAGAAACCCCCGAAGCACAACCT 
GGCAGGGAGTTTTTGCTGCAGCGTGGATTCGGACAGCAGCACATTTATCATTTCGAATGT 
GGCTATGCGCCTGCCGGCTGGGATACCTTGACCAAGCATTTGCTGAAGAAGGGCTTTGAG 
TTCAAGGAATTAGAAGCTGCCGGTCTAAGCAAGATGGGTAAGCGCGGTCCGATTGATCAG 
TTCCAGCGCAGGTTGCTGTGGCCGATCAAGAACCTGTCTGGTGATGTCATTGGTTTTGGC 
GCCCGCAAGCTTTTCGATGACGACAAAATGGGCAAGTACATGAATACGCCTGAGACGTTG 
TTGTACAAAAAGTCCAAGGTGCTCTTTGGTCTAGATTCTGCAAAGAAGGCCATTGCAGCT 
GGCCACCAAGCAGTAGTGGTGGAAGGCTACACCGATGTGATGGCCATGCATGCCGCGGGC 
ATTGATACAGCCGTGGCATCGTGTGGCACTGCGTTTGGTGAAGAACACTTGCAGATGCTT 
CGTCGACTCATGCTGGATGATAACTACTTCCGCGGTGAACTGATTTACACCTTCGATGGT 
GATGAGGCCGGCCAGAAGGCCGCCATGCGTGCCTTTGAGGGCGATCAGAAGTTCACAGGA 
CAATCATTTGTGTCTGTGGCACCCAACGGCATGGATCCGTGTGATCTGCGCCTTGAGCGT 
GGCGATGCGGCGGTGCGTGATCTTGTGGCACGACGCATCCCGATGTTTGAGTTCGTCATC 
CAATCGATCATCAGCGAATACACCCTCGACACCGTGGAAGGCCGTCTGGCTGCGCTTCGT 
CGGGCAGTCCCCATCGTGGCGGATATTCGCGATAAGACGCTGCAGTCTGAATACGCCCGC 
CTGCTGTCTGGTTGGGTCGGCTGGTCTGATCCTTCAGAGGTGCTGCGTCAGGTTCACGAG 
GAAGCACGTCGCCCCAAGCGCGATAAGAAGCCTGTGCGTGCAAAGCGTTTCGATCAACCG 
CTCGAGGATCAAAGCCTGCGACCCACCATGGCGCTGCCTAATCCGCGGAACCCTGTGCTG 
TGGCAGGAACGGGAATCACTCAAGATCGCCCTGCAATATCCGGAGCTCGCGGGATCGTAC 
TTTGATGGACTGCCAACCGATAGCTTCACCAACCCTGCCTACCGCATGGTACGCGATGCC 
ATTTCGGCTGCTGGGGGATGTGAACGTGCCCTCGATGGCACTGATTGGTTGCCTGCCGTA 
TCGGAAAATATGACTGATATTTTGGGCACGTCGTTGGTGTCAGAGCTGGCGATGGAACCC 
ATCGAGGTGGAAGCGCAAGACCTGGAATCATATACCGATGGTGTGTTGTCCAGGCTGCAG 
GAAACACGAGTGGGCAACCAGATCGCCATCTTGAAAGGACAGCTGCAAAGAATGCGTCCG 
TCTGAAGATGAGCAAGCCTACAACTCGCTGTTTTCCGATCTGGTTGCCCTGGAACAGGCG 
CGCCGGGAGCTGTTGGCCCGGGCGTTTAGAGGG 

>RXA014 8 0-downstream 
TAATTTAGTCCTGGTCTTGCTCG 



>RXA014 81-upstream 

GGGTGCGCTCGCGGATTGCCTGAATGTCACTTTCCGGAATACGTCCCTTTGCCATGACCA 
TCACTTTAGCCCGTCCCTTTAGTGTGCCTATATTGGTTGT 

>RXA014 81 
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ATGCAAAACAGCAAGAAGACCCTCGGCGGAGTGCTCGGAGTCATCGTTGTCCTCGCTGCT 
GCATGGTTTGGAATTGATCTGTCCACTTCAGGTGAAGCCACCAGCCAAGCATCAAGCTCA 
GCAACTACTACCACTATTACTAGCTCTAACACTCCAACATCTGAGTCCATCTCCAGCAAC 
AGCGACTTAGACGGTGACAGCTGCTCCATGAGTGAGCTGCCACAAGAAGCTGATGAGGTG 
GTCGACGATATCCTCGCCGGTGGTCCTTTTGATTACCCAGACAATGACGGCGTGCGCTTT 
GGAAACTACGAAGGCGTACTACCGAAAGAGTCCAGCAACTACTACCGCGAATACACCGTG 
GAAACCCCAGGACTTAGCCACCGCGGTCCACTGCGCATTGTCACCGGTGGATCAAACCCA 
AC T GAT C C AG AGG T G T G G T AC T AC AC C T C AG AT C AC TAT G AAAC TTTCTGTGC CAT C AC C 
GAT GCGGAGAAC 

>RXA014 81-downstream 
TAAATGAATATCGTCTTGCAGGG 



>RXA014 87-upstream 

GTCCGCAGCAGTTGTGAAAAGTACACACATCATCCGGGTTTATCTTGGATGAATGAGTGA 
AAAT T T T T CAT G C G G AC T G AAA T AAC T T T TAG GAG AC AC C 

>RXA014 8 7 

ATGGCTCTTACTTCTGAGCAGAAGAAGTCCATCCTTTCCGAGTTCGGCCTCCACGAGACC 
G AC AC CGGTTCCC C AG AAG C AC AG AT CGCGCTTCT G AC C AAC C G CAT C AAC AAC C T C AC C 
GAGCACCTCAAGTTCCACAAGCACGATCACCACTCCCGTCGTGGTCTGCTGCTGCTCGTT 
j;5 GGTCGTCGTCGTGGTCTGCTGAAGTACCTGGCTGACAACAACGTTGATCGCTACCGTGAT 
CTGATCGCACGCCTCGGCCTGCGTCGA 

>RXA014 87-downstream 
? 'S TAAGCCTGGTTTTTCCAGTCTTT 

W ; >RXA014 95-upstream 

W TAGGAATAGCAGGGTAGATAAACTTATTAAAATTTTTCCAATTCAGGGTAGAATTCCAAA 
i:- AGAATTATTTCGACTCTGTGAAGATGAGGAGTGGTCCACC 

jjf| >RXA014 95 

i\l ATGGCTGACAACGCCCGCGCGGCTCGTATGGCAAAGCGCATTCAAACTATCGTGGCCAGC 
I* GCCATTGAACGCGATATCAAGGACCGCCGACTTGAGTTCGTCACAATTACTGATGTGACC 

ATGACCGGTGACCTGCACGATGCAAAGGTGTTTTACACCGTTCGTGGAGCTTCCATTGAA 
J;f G AAG AAC C AG AT C T T GAG G C AG C AG C AG AGG C T C T T C AC C GAG C AC G C G G C C AG C T GAG G 

O AAGATCGTTGGCCAGCAGCTGGGTGTTCGGTTTACCCCGACCCTGACTTACAGCATCGAT 

ACCGTCCCAGAGGCATCCGCACACATGGAAGCTTTGTTGGATCGTGCTCGCAAGCGCGAT 

GAGGAGCTGGCTAAATTGCGCGAAGGTGCAGCGCCTGCAGGTGATGCAGATCCTTACAAG 

ACTTCATCCAAGTCTGAATCTGAGGAA 

>RXA0 1 4 9 5 -do wn s t r e am 
TAACACCAGTGACGGATAATAGT 



>RXA015 63 

CAGATTTTTGATCTCCACTTGCTCAAAGGCCACGGTTCGGAAGATTGGTCCAAGCGTCCT 
CTGCCGGAATCTTGGCTCAACTACGCAGCACTCGATGTGGAGATGCTGCTGGAGCTTGCC 
GATGTCATGGCTGAAATCCTGGATCAGCAGGGAAAACTCCCCTGGGCTGAACAGGAATTT 
GTCCATATTGTGGATCAATTCGCCACGATGACCGAACCTTCCGAAACGTCCTGGCAGGAC 
CTTAAAGGGCTGTCCACTCTCAAACGACCAGACCAATTAGTTGTGGCCCGTGAAATGTGG 
TTGGAACGCGACTCTTTCGCAGCCTCCCGCGACCTGGCGCCCGGTAAAGTGCTGTCCAAC 
AAAGTCATCGTGGAAGTCGCCCGTGTTCTCCCCCGCACCCCGGCAGAATTAGCGCAGGTC 
AAGGGATTCCCCGGTCGATCCCAGGGTGCCACCAAACGCTGGTTCCGCATCATCACCCGG 
GCGCTCAAATCCCCTCGCAGGAACTGGCCAAAGCCTCAGCAGCGCAAGGACGGCATCCCC 
GATCGTCGCGCGTGGGCGTCCTACTACCCAGAAGAGCACGAAGTGCTCCAAGAGATTAGA 
GCGCTTATCGACGACCTCGCCGCCGATATCAACGTTCCCGGCGAGAATATCCTTCAGCCT 
TCAACTCTGCGAGTAGCTGTGTGGATGGCTAAACACACCGGCGAGATCCATAATGCTGAA 
ACACTCAACGCTGTACTTCGCGATTATGGTGCCCGCCAGTGGCAAATTGACCAGACTTTT 
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CCGATTCTGTCCGCCAACTTGCTGAAGCTC 

>RXA015 63-downstream 
TAAACCTAAAGCCCGCGGCTAAG 



>RXA015 68 

TGGGATAACATCACCTATTTGATGCGCGCTGCGCGAAAAGGCACCGTGGTTCCCATGGTC 
ATCGAGTTGGATGGCCGGTTCGTGGGGCAGTTGACTATCGGCAACATCCAGCACGGCGGC 
ATCTCCGATGCCTGGATTGGCTATTGGGTTTCCAGCGCGGTGACGGGGCGCGGTATCGCT 
ACGGCCGCCTGCGCGCTCGGCGTGGATCATGCTTTTCGACGCATAGGTCTGCATCGCCTC 
ACCGCCACCTATCTACCCAGCAACCCAGCATCCGGGAAGGTGCTCGGACACAGCGGTTTC 
CGCCCAGAAGGCTATCTCATTAGAAATCTGCATATTGATGGACAATGGATGGATCACCAT 
TTTGTGGCATTGCTGGCGGAT GAGTATTCAATAACCGCGGTGGAACGTCTCACTAGAGAG 
GGACGAT TGCGCCGA 

>RXAO 15 68 -downstream 

T G AT T AC TAAT G C GAAGAAAT T T 



>RXA01581-upstream 

GATGGGCAACAATGTGCATATTCTTATACATCCTTTTCTGTGGGCTTTTTAAGGATAGGG 



>RXA015 81 

ATGGCATTGGACTTTAATGAGGCGTTTACCGAACGCACCCCGCGCATCGTCAACGCAGCT 
AAACTGCATCGCGCCGCGCAGCGCAAAAAAGATAAGCGTTTTCTAGTTGAAGGCGAAAAT 
TCCGTTGAAGCAGCTGTCGCTACCGGCGCAGCAACTGACCTCTTTGTCACTGAATCCGCT 
GCGGAGCGCTTCGAGGAAATCGTCCGCACCGCCGGTTACATGAATGTCTACACCCACGCG 
ATCACGGACAAGGCCGCGAAGCATCTTAGCGACACCGTCACCACCACGGGCATTTTTGCG 
CTTTGCGACGACGTCCTGTGGTCAGTCGGCAAGGCGATCACCGGCCAGCCACGTCTAGTG 
AGCGTGCCGGTTGAGACCCGCGAGCCCGGTAATGCCGGAACCTTGATTCGCGTATCCGAC 
GCGGTCGGCGCCGACGCCGTCGTCTTCGCTGGTGAATCAGTAGATCCACTTGGCGCAAAA 
GCTGTGCGCTCCTCAGCGGGATCGCTGTTTCACATTCCAGTGGCACGCAACAACAACATC 
GCAGATGTCTTGGGGCAGCTTCGTTCCAAGGGTCTGCAGATCCTTGCGACCTCAGCCGAT 
GGGGAAGTAGACCTCGATGACGCCGATGAGCTGCTAGCCAAGCCAACCGCATGGCTTTTT 
GGTAATGAAGCTCACGGACTTGATGAGAGCCTGCTTGCTCAGGCTGATCACCGCGTGCGT 
ATTCCGATCCGCGGCCGCGCAGAATCACTCAATTTGGCCACAGCAGCGTCAATTTGTCTG 



>RXAO 1 5 8 1 - down stream 
TAAACCCCAATTCATGCCCAGCG 



>RXA015 94 -upstream 

AC T C AC GAAAG AAGAAC AC C T C C AGAT G G T T G C AC G C AG AAG AC T G G ACG C AG AAC T T G T 
T C G T C G AAAG AT C G C AC GAT C AAGGG AAC AC G C G G T T G AA 

>RXA015 94 

ATGATCCGCGGTCGGCGCGTCTTTGTTGCAGGAATGCTTGCTTTAAAGCCCGCAACAGTC 
GTGGAACCAGAGGTGTCTATTCGTGTGGAAGAAGATGCTAGTGAAGATTGGGCATCCCGC 
GGTGCGCACAAGCTTCTTGGTGCGCTGGAATCTTTTGAGCCCTTGGGGCTCAAGGTCAAG 
GGCCGTCGCGTGCTAGATGCCGGCGCTTCGACAGGCGGATTTACGGACGTGTTGCTACGT 
CGAGAAGCGTCTGAAGTAGTGGCAGTAGACGTGGGCTACGGACAGCTTATTTGGCGCCTG 
CAAAACGACGACCGCGTGCGCGTGGTGGACCGCACCAACATCAGATACATGACGCTGGAA 
GACACCGGCGGAGAATGCGACATGATGGTGGGCGATCTCTCATTTATTTCGCTTAAACTC 
ACGTTGCCGGCGATCGCCAAGGTCCTAAGCGACGGCGCTGATCTATTACCCATGGTCAAG 
CCACAATTTGAAGTCGGAAAAGACCGATTGGGCAGTGGCGGCGTGGTGCGCTCACCAGAG 
TTGCGCGCAGAAGTTACCGCGGATGTCGCGAAATTTGCGGCCACTTTGGGCCTGAGCTTG 
AAGCATGTTGTTGCATCCCCGCTGCCCGGCCCGTCAGGCAACGTAGAATACTTCCTGTGG 
CTGGTTAAAGATGGTGGCGCTTCAATGCCGGATGACCAGCAATTGTCGGCAATGATTGAC 



AGCAAAGTTGACCGCACGGTTAACTGTTAGTGTTATGAGC 



TACGAATCCTCCAAGGCACTATTCGCCGGTGAG 
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ACGGCTGTAAAGGAAGGTCCGCAA 

>RXAO 1594 - downs t re am 
TAATGACTGCACCCACGAACGCT 

>RXAO 1637 -upstream 

CAGTCTCTTGCACCAACGCCTGAACCAACGCCAGCGGGCTGAACCTACATTCTCAGCCCG 
CGCCGGGAACCCGGAAMCCGSCAGGRAAMCAGTGGTGGAA 

>RXA01637 

GTGCGGGAGGCGAGCGTCGAAAAGCAGCCTGCAAGCAGTGATCCCCTCGAAACCATTCGA 
AGCCGCTGGTCAGAGCTGCGCAACATCGTGGAAAAACAAAGTGTGCGCACCTCAATCATG 
CTGACCGAAGCGCGAGTTTTGGGACTGCGAGGCGATACCCTCGTGCTCGGTCACAGCACC 
GGGGCGTTGGCTGCGCGTTTGAACGCTGCTGATCACAACGGAATTTTGGTCAAGGTGTTG 
GCTGAGGAAACTGGTCTGCAGCTCAAGGTCGAATGCATTGTGGGCACGAACCCAGCCGAA 
GC T GG AT TT 



>RXAO 1661-upstream 

GTTGTGGGCGTTGCCACCGTGGTCGATCGCGCAACCGGTGCAGATGAGGTTATCGCAGCG 
GAAGGCCTTCCTTACCGCAGCTTGCTGGGACTTTCTGATC 

>RXA01661 

TTGGACTCAACTAACACCCCCGGCCCCACGGAGTGGGGCGAGTCCCGCGTGGGCAAAGGT 
CCATGGGAAGAGGAAAACCCCGGCGTACCTCGGCCTACAAGCCCGCTTTTCGACGTCACC 
CTCCTCAACGAGGGCGATCGCCGCAACGTTGTTGACGCCTATCGTTATTGGACCCGTGAG 
GCGATTGTTGAAGATATCGACACCCGCCGCCACAGCCTCCACGTAGCGATCGAAAACTTT 
GAAAACGACGCCAACATCGGCACCGTCGTGCGCACCGCCAACGCCTTTGCCGTGAACACA 
GTCCACATTGTGGGCAGGCGTCGGTGGAACCGCAGGGGAGCCATGGTGACTGACCGTTAC 
*:3 CAGCACCTCATGCACCACGAAGACGTTGATTCGCTGCTTGCGTGGGCAATCGCGGAGCGG 
Id CTTACCATCGTCGCGATCGATAACACCCCAGGTTCCGTGCCTTTGGAAACCGCTGAGTTG 
si CCGAAGAACTGCCTGTTGCTGTTTGGTCAGGAAGGCCCAGGTGTCACCGAAGCTGCGCGT 
j|3 GCAGGTGCGTTAATGACCTGTTCGATTGCCCAATTTGGTTCCACTCGATCCATCAACGCG 
f5 GGTGTAGCTGCTGGTATTGCAATGCATGCATGGATTCGTCAACATGCCGACTTATCGCAA 
GCCTGG 



IS 



LJ: 
S,_i'- 



>RXAO 1661 -downstream 
TAATTTTATACCCTAGATCGTTA 



>RXA0168 2 

CGCACCAAGGTCGATGCCTACAAGTCGCAAAAGCGTGGCGGCAAGGGTGTTTGTGGCGCA 
GAGCTCAAGCAAGATGACATTGTTCGTCACTTCTTCGTCAGCTCCACCCACGACTGGATT 
TTGTTTCTTCACCAACTACGGTCGCGTGTACCGCCTCAAGGCATTCGAACTTCCAGAGGC 
ATCCCGCACCGCACGTGGACAGCACGTGGCCAACCTTCTGGAATTCCAACCTGG 

>RXA0 168 2 -downstream 
TGAGCAAATCGCCCAGGTCATCC 



>RXA0168 3-upstream 

GGTGTTTGTGGCGCAGAGCTCAAGCAAGATGACATTGTTCGTCACTTCTTCGTCAGCTCC 
ACCCACGACTGGATTTTGTTTCTTCACCAACTACGGTCGC 

>RXA0168 3 

GTGTACCGCCTCAAGGCATTCGAACTTCCAGAGGCATCCCGCACCGCACGTGGACAGCAC 
GTGGCCAACCTTCTGGAATTCCAACCTGGTGAGCAAATCGCCCAGGTCATCCAGTTGGAA 
AGCTACAACGACTTCCCATACCTGGTGCTCGCAACCGCACACGGTCGCGTGAAGAAGTCC 
CGCCTGCTCGACTACGAATCAGCACGTTCCGGTGGCCTCATCGCCATCAACCTGAACGAG 
GACGATCGCCTCATCGGCGCCGCACTTTGCGGTGAAGAAGACGATCTGCTGCTGGTCTCT 
GAATTCGGACAGTCCATCCGCTTCACCGCCGACGATGAGCAGCTCCGCCCCATGGGCCGC 
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GCCACCGCCGGTGTCAAGGGCATGCGCTTCCGCGACAACGACCAACTGCTGTCCATGTCC 
GTGGTCCGCGACGGCGAATTCCTCCTCGTTGCCACCTCCGGCGGCTACGGCAAGCGCACC 
CCACTTGAGGATTACTCCACCCAGGGCCGTGGTGGCCTCGGCGTGGTGACCTTCAAGTAC 
ACCCCGAAGCGCGGTCGCCTCGTCAGCGCCATCGCAGTTGAGGAAGATGACGAGATCTTC 
GCCATCACCTCCGCCGGCGGCGTTGTTCGCACCGAAGTCAAGCAGATCCGACCATCCTCC 
CGTGCAACAATGGGTGTTCGACTGGTCAACTTGGAAGAAGGTGTAGAACTGCTTGCCATC 
G AC AAG AAC G T C G AAG AC C AG GGC G AAG C A 



>RXA0168 4 

GGCGACACCGCAATTTATGACACGTTGGTGCGCATGGCTCAGCCATGGTCCATGCGATAC 
CCGCTGGTAGACGGCCAGGGTAACTTCGGTTCCCGCGGCAACGACGGCCCTGCAGCAATG 
CGTTACACCGAGTGCCGCATGACCCCACTGGCCATGGAGATGGTGCGCGACATCCGCGAA 
AACACCGTCAACTTCTCACCAAACTACGACGGTAAAACCCTCGAACCAGACGTTTTGCCA 
TCGCGCGTTCCAAACTTGTTGATGAACGGTTCGGGCGGCATTGCGGTCGGCATGGCCACC 
AACATCCCACCGCACAACCTCAACGAGCTTGCCGACGCCATCTTCTGGCTCCTGGAAAAC 
CCAGACGCCGAAGAATCCGAAGCTCTCGAAGCCTGCATGAAGTTTGTGAAGGGCCCAGAC 
TTCCCAACCGCTGGCCTCATCATCGGTGACAAGGGCATCCACGATGCCTACACCACCGGC 
CGCGGCTCCATCCGCATGCGCGGTGTCACCTCCATCGAGGAGGAAGGCAACCGCACCGTC 
ATCGTTATCACCGAGCTGCCATACCAGGTCAACCCGGATAACCTGATCTCTAATATCGCG 
GAGCAGGTGCGCGACGGCAAGCTCGTGGGCATCTCCAAGATTGAAGATGAATCCTCCGAC 
CGCGTCGGCATGCGCATTGTGGTCACCCTCAAGCGCGACGCAGTTGCCCGCGTGGTGCTG 
AACAACCTGTTCAAGCACTCCCAGCTGCAAGCCAACTTTGGTGCGAACATGCTCTCCATC 
GTCGATGGCGTGCCACGCACCCTTCGCCTGGACCAGATGCTGCGCTACTACGTGGCACAC 
CAGATCGAAGTCATCGTGCGCCGCACCCAATAC 



>RXA0168 8 

^ CAGTTCGAAGGCCAGACCAAAACCAAGCTGGGCAACACGGAGATCAAATCCTTCGTGCAG 
;.S CGCATGGCCAACGAGCACATCGGCCACTGGTTGGAAGCAAACCCTGCTGAAGCCAAGGTC 
W ATCATCAACAAGGCTGTCGGTTCCGCGCAGGCACGCCTTGCTGCTCGAAAAGCCCGTGAC 

CTGGTCCGACGGAAGTCAGCAACCGATCTGGGTGGACTGCCCGGTAAGCTTGCCGACTGC 
i;J CGTTCCAAGGATCCAGAAAAGTCCGAACTTTACATCGTGGAGGGCGACTCCGCAGGTGGT 

TCTGCGAAGTCCGGCCGTGACTCCATGTTCCAGGCAATCCTTCCACTGCGAGGCAAGATC 
£5 CTCAACGTGGAAAAGGCCCGCCTAGACAAGGTTCTGAAGAACGCCGAAGTCCAAGCGATC 
^ ATCACCGCACTGGGTACCGGCATCCACGACGAGTTCGACATCAACAAGCTGCGCTACCAC 
^ AAGATCGTGCTGATGGCCGACGCCGATGTTGACGGCCAGCACATCGCAACGCTGCTGCTC 
^3 ACCCTGCTTTTCCGCTTCATGCCA 



>RXA0168 9 

TTTGACTCCGATTCTTACGCCGTTTCCGGTGGTCTGCATGGTGTTGGTATTTCTGTGGTG 
AACGCCCTGTCCACCCGCGTGGAAGCCGACATCAAGTTGCACGGCAAGCACTGGTACCAA 
AACTTTGAAAAGTCTGTTCCAGACGAGTTGATCGAAGGCGGCAACGCTCGCGGCACCGGT 
ACCACCATTCGTTTTTGGCCAGACGCTGAAATTTTCGAAACCACCGAGTTTGATTTCGAA 
ACGATTTCTCGACGTCTGCAGGAAATGGCATTCCTTAACAAGGGTCTGACCATCACCTTG 
ACGGACAACCGCGCCACCGACGAGGAACTCGAGCTCGAAGCACTCGCTGAGCAGGGCGAA 
AC C G C AAC G G AAC TAT C C C T C GAT GAG AT C G AC AAC G AAAC C G AAC T C G T T G AAG AG AC C 
AC C GAT G C T C C AAAG AAG C C AAAAAAG C G T GAGAAG AAG AAAAT C T T C C AC T AC C C C AAT 
GGCCTCGAGGACTACGTTCACTACCTCAACCGCAGCAAGACCAACATCCACCCTTCAATC 
GTGTCATTCGAGGCAAAGGGAGATGACCACGAGGTTGAGGTGGCAATGCAGTGGAACTCC 
T C CT AC AAGG AAT CCG T CC AC AC CT T C GCC AAC ACC ATT AAC ACC CGC G AAG GC GGC AC C 
CACGAGGAAGGTTTCCGCTCTGCGCTGACCTCCCTGATGAACCGCTACGCACGTGAGCAC 
AAGCTT 



>RXA01713-upstream 

GACCTCACCGCGCATGTTGAAGCGTTCGCAGCAGTGCTTGCCTCTGTTGCTGGACTTCCC 
C C AG AG G G C G T C AC C G AAC T AC G AAG G TAG AT T G G AC AC C 

>RXA01713 
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ATGGTTTCCGATCTCCTTCAACCCCGCGACGGCATTCCGCCTTTGCTATCTACCCCTGGT 
GAGTTCACTGCTGCGGCAGATCTCTTGGCTAGCGGAACTGGGCCCTTCGCCATTGATACG 
GAACGCGCGTCCGGTTTTAGATACGATGACCGCGCATTTTTGATTCAGATCCGGCGCCGT 
GGCAGCGGAACTCTCCTATTCGACCCGGAGCAGTTCCGTCCTGAATTAACTCAGGCGTTA 
AAGCCGGTGCTCAATGGTCAAGAGTGGATCATTCACGCAGCAAGCACCGATTTGCCGAGC 
CTTGCGTGGCTTGATCTTCACCCCGGATTACTCTTTGATACAGAACTTGCTGGC 



>RXA01718-upstream 

ACCGACTTGAATGAATGAGGTTTAGACTCCGCATGGAGCCTCCCGCACGATCTATCTGGC 
CTGTCCACACTAATCTATTTGTGTTGAGGCAGGTGGAATC 

>RXA01718 

TTGTTAACAGCTGTTTTGTCTTTAATTGCTGGTTTGGTGGTCATTGGGGTGATCATCGTC 
CTCAACGGATATTTTGTGGCTCAGGAATTTGCCTACATGTCCGTTGATCGAAATGAGCTG 
CGAGCTCTCGCTGACTCTGGAGATAAGAAGGCTCGTCGCGCTCTCAGCATCACTAAGCGC 
ACATCCTTTATGCTTTCTGGTGCGCAATTGGGTATCACCGTCACCGGACTTTTGGTGGGT 
TTTGTGGCCGAACCTCTGGTGGGTAACGCGTTAGGTGTTCTGCTAGGAGGGGTGGGGGTT 
CCCGCTGCGGTGTCAATCTCTGTGGGCACTGTGTTGGCGCTAGCGATCTCCACGGTTGTC 
CAAATGATTTTTGGTGAACTCTTTCCTAAGAACTACACCCTTGCCACGCCGTTGAAGTCT 
GCGCTGGCGCTTGCGCCTTCGACCACGTGGTATTTGAAACCTCGCTGGTTGGTTGATCAC 
ATTCTT 



TGATTTTGCATCCAACGCATTGC 
>RXA017 35-upstream 

TTTTGCCGTTTCTCGCGTTGTGCGTGGTACTACGTGGGGACCTAAGCGTGTAAGATGGAA 



>RXA01735 

GTGGCAAACACTGAACACAATTATGACGCTTCATCGATCACCATCCTTGAAGGTCTTGAG 
GCGGTACGTAAGCGCCCGGGCATGTACATCGGTTCAACTGGACCGCGTGGACTGCACCAC 
CTGATTTGGGAAGTCGTTGACAACTCAGTGGATGAGGCCATGGCTGGCCACGCCACCAAG 
GTTGAAGTGACCCTTCTGGAAGATGGTGGCGTTCAAGTTGTCGATGACGGTCGAGGAATT 
CCCGTCGATATGCACCCATCCGGTGCACCAACCGTGCAGGTT 



>RXA017 3 6 

ACGGTATCCACCTATGACTCCTATGCGGGCACGTTGATTAGAGAATACGGATTGCTGCTT 
CCAGTAGAACCTTCCGCAAGGTTGATCACACAAACGGAGCTTTATCACATCGCTCGCAAC 
GTGGTGAACAACTACGACGGTGAGCTCACCGCCACCCAAACGCCGGCCACTGTCACGGAA 
TACCTCCTCAAGCTGGTATCCGAAATGGACAACCACATGGTTACCGCAGAGGATATCCGT 
GAGGAGTCCGATCCGTTCATTAAGCTTTTCGACGAACTCCCCAAGGGCAAGGGTCAGCGC 
GACAACCTCAACGCCGAAATGACGAAGTGGCGGGATACACAGGTCGCTCGCCTCCAGTAC 
TTGCCCCTCGTGAAGGCTTTGAAAGAGGAACTGCACAATCAGGCTGTGGTGACGTTTGGT 
GAGCAGATGTCTAAGGCAGCTCATCTCGCATCGACGCATCCTCAGGTGGGCTATTCGCAG 
AGGCGACGGTTCCGCGTTGTCATGCTTGATGAGTATCAGGACACCAGCCACTCGCAGCGT 
GTGTTGTTGAGCAGTCTTTTCGGTGGCACCGATCCTGGTCTCACTGTTAATGCTGTGGGC 
GATCCAATGCAGGCGATTTATGGTTGGCGAGGTGCGACAGCGGCGAACTTGGAGAATTTC 
GTTGACGATTTCCCCGTCATCCATCTCGATGGAAAAACGAGAGCACCGAAAAACGAGTTG 
ACCACAAGTTGGCGAAACCCACCAGAAGTCCTCACCCTTGCCAACGCAGTTTCGCGGGAG 
GTGCTTGGGTCGCCCGATGCGCCGACTCGGACGGTGCAGCCGCTGCAGCCTCGGGAAGGC 
GCACCGACCGGTGAAGTGTCGCTCGGATGGTTTGGTACGGCGGCGCAGGAACGTGAGTTT 
GTGGCTGATGAGATGGTGAAGCATTGGAATGCGCGGGAGGAGAAGGGCACATTTACTGCT 
GCGGTGTTGGTGCGTAAGAAGCGTCATTCGGCACCGATGGCGGAGGAGCTGACCAAGCGT 
GGCATCCCCGTGGAGATCGTCGGACTGTCTGGTTTGTTGGATATCCCTGAGATTGCCGAT 
CTAATTTCTCTAGCAACTATGCTCGTGCGTCCTCACGATAATCGGGCTGCGTTGCGTATT 
TTGGCGGGCCCGCATGTGGGTTTGGGTGTGGCGGATTTGCAGCGGTTGCAGGGTCGTGCG 
CGCAATATTGCGGGTCGTGTGTCTCGTGAGCGTCGAGAGAAGAACCCAGATCCATTAGCG 
GAGCTTGATGCGAT TATTGAGGAAGCGACTGCGATTGAACCGGAAGCTGTGGTTGGTCTA 



>RXA01718-downstream 



ACGTCTGTATCGGATAAGTAGCGAGGAGTGTTCGTTAAAA 
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GCTGATGCGGTTGCCGATTTGGGTGAGGGCGATCGTTTCAGCGAGGAGGGGTTGAGTCGT 
TTGAAGCGACTGGCCACTCAGTTGCGATATTTGCGTAAGTACAGCTTGGGTCGTTCGGTG 
GCGGACATTTTTGCTGATATTGAAACTGTGTTCAATATTCGCACGGAGGTGTTGTCGAGG 
CAGGATCCTCACGCCGATGGTGCTGCTGGAACGGTGCATTTGGATAAGTTCGCAGAAGAG 
GTCGCAAGTCACGGTGGCATTGGGCTGCCTGAGCTGTTGGACTATTTTGAGCTCGCGAAG 
GATCAGGAAGAGGGCCTTGAGCCGGGTGAGGTGACGGTTCGCAGCGATCGTGTGCAGATC 
CTTACTGTCCACAAGGCTAAGGGTTTGGAGTGGGATATCGTTTCGGTGTTGCATGCCGAT 
GCGTCGACCTATGATGCGAAGGCTTCGACGTGGTTGAAAAATGTCACGATGATCCCGTCG 
TCGCTTCGTGGCGATGCCGGGACCGGCGCCCCAGAGATGGATACCTCTGAGGCGGACGAT 
CGCAAAGCTCTGGAAGATTCCGGCAAGGAGTACACCAGTGAAGTGCGTGAGGGGTTACGG 
GAGGAAAATTCGCGACTGTTTTATGTCGGTATCACGCGCAGCGAACGGGTGTTGCTCGTG 
ACGGGTTCGGCGCTTGATGAAAGTGGCACAAAGGCGAAAGTTCCCTACGGCCACTTGGAG 
ATCCTTCGGGATAAAGCGCCGGAGTGCGTGGTGTCGTGGTGGGAAGGGGAAGAGGGGGAC 
GTCGAAAAGCAAAAACCTGCGGAAGGCGTCTTCCCGCAACTGCTCGCCGCTGACTCCTCC 
GGCGCGGATTTGGTGCGCGGCCCGCGCGCCGAGCCAAACAACGAGGGCGGGCTGGAAAGC 
TTGTGGGAAAAAGAGGTAAGCGCGCTTATCGACGAACACCGCCGCCTTTCCAACCCCATC 
GTCGAAGTCGAAACGCCCCGCGAACTCACGGCCACCGACCTCGTCTCTATGAAAAACAAT 
CCCGAACAGTTCGCCCGACGAATGCGTCGCCCTGTCCCGTTCAAACCAAACACCTACGCA 
AAACGCGGCACACTGTTCCACCAATGGCTCGAAGATCGGTTTGGCAGCACCGCGCTTCTC 
GACGAAACCGAGCTCCCCGGCATCGACGAGGACTACTCGGATGACGCATTCATCGAACTC 
CGCGACGCGTTCCTAGGATCTACTTGGGAAAACCGCACACCGGAATTCGTCGAACATCCC 
TTCGAAGTAACGATCGGCGAACACGTCATCCGCGGCCGCATGGACGCCGTCTTCCACACC 
GATGGCACCTGGATGGTGGTCGACTGGAAAACCGGACGCACCCCAACCGGCCCCGAAATG 
GACGCAGCGATCATCCAGCTCGCTGTCTATAGACTCGCCTGGGCACGACTCAAAGGCCTC 
GAACCTGAAGAAGTCCGCGCAGCATTCCATTACGTCGCCCACGATCACACCTTTGAGCCG 
AACGATCTGCCGACTCAAGAAGAACTAGCCCGGCTGCTCAGTCAGGAA 

>RXA017 3 6-downstream 

T GAT GCGCC T AAGATC AAACAAG 



>RXA0 1 7 3 9-upst ream 

T TAT C G A T C G T AAG AT T C C GAT C G C C C C AC C C G GAT C GAT T G C C T AC G AC AT GAT C AAC G 
CCTGGGCGCGAGATAAACAAAACTAAGGGAGCTTTTTACA 

>RXA017 39 

GTGATCAATTTGCAGGACCTCGACGAGGATCAACGCATCGCTGCTTCTGCGCCTCGCGGA 
CCAGTGTGCATTCTCGCCGGAGCCGGCACGGGTAAAACTCGAACGATTACTTATCGCATC 
GCGCATCTGATTGATCAGGGTTTTGTGAGCCCGAATCGTGTTCTTGCTGTGACGTTTACA 
TCCCGCGCGGCAGGGGAGATGCGTCATCGCTTGAATCTCATGGGGATCGGTGGCGTGCAG 
GCAAGGACATTCCACGCAGCAGCGAGGAAGCAGTTGTTGTATTTCTGGCCTCAGGTGGCG 
GGTAATCTGCCGTGGCGCCTGTTGGATAATAAGTTTCAACTTGTGGGTCGTGCGGTTCGT 
GGTGCGCGGTTGGAATCGCAGACTGAAAAAGTTCGCGATATTTTGGGTGAAATTGAGTGG 
GCGAAGGCGTCGTTGATTACACCTGAGCAGTATCCGGATCGTTTGGGTACGAGGACCCCT 
CCGGCGCCCGCGGAGAAAATCGCTGAGGTGTATCAGCGATACGAAAACATGAAGGCAACC 
CCTGAGGGGATGTTGCTTGATTTCGACGATCTGTTGCTTCACACCGCCGGGGCGTTG 

>RXA017 39-downstream 
TAGAATTCCCCGGCGGTGGCGGA 



>RXA0 17 4 0 -upstream 

TCAGCGATACGAAAACATGAAGGCAACCCCTGAGGGGATGTTGCTTGATTTCGACGATCT 
GTTGCTTCACACCGCCGGGGCGTTGTAGAATTCCCCGGCG 

>RXA017 4 0 

GTGGCGGAGGAGTTCCGCCAGCAGTATCGCAGCTTTGTGGTCGATGAGTATCAGGATGTG 
ACGCCTCTGCAGCAGCGGGTGCTCGATGCGTGGCTCGGCGATCGCGATGACCTGACGGTT 
GTCGGCGATGCTAACCAGACAATTTATTCGTTCACGGGGGCAACACCTGAATTTTTGCTT 
AATTTCTCGAGGAAATATCCGGAGGCAACCGTCGTCAAGCTGCAGCGCGACTACCGCTCA 
ACGCCGCAGGTCACCGCGCTGGCCAATACCGTCATCGGCCAGGCGCGGGGGCGCGTTGCT 
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GGCACGGGCCTGGAGCTTCAGGGAATGCGGATCGCCGGGCCGGAGCCCGAATTTTCGGCT 
TTCGACGACGAACCCACCGAAGCCCGCGAAGTTGCGGGCCGCATTTTGACGCTGCTTAAA 
AACGGCGTTCAGGCCTCAGAAATCGCCGTTTTGTACCGCATCAACGCGCAGTCGGCGGTT 
TTCGAGCAAGCGCTTGCCGACGCCGGCATCGTATATCAGGTGCGCGGCGGCGAAGGCTTT 
TTCACCCGCCCAGAAATTCGCCAAGCCCTGAGTCAACTGATCCGCACTTCCCAACGCGAC 
GTCGATGAAAGCGATCTGGTGCGTCTGACGCAACGCACACTCGTGCCACTTGGGTTGAGT 
TCGGAAGAGCCCAGCGGTGCCCAAGAGCGGGAACGCTGGCAATCGCTCAACGCTTTAGTC 
GATCTGGTGAAAGACCTTGTTAAAGCCACACCAGATTTGGATCTCACAGGCTTGCTGCTG 
AAACTTCGGGAACGCCAAGAGGCGAAGCATCCGCCGACCGTCGAAGGTGTCACCTTGGCA 
TCGCTACACGCGGCGAAAGGCCTCGAATGGGATGCGGTGTTTCTTGTCGGACTTGTCGAT 
TCCACGTTACCGATCAGCCACGCCATTAAATCTGGCGATGAAGCAATCGAAGAGGAACGT 
CGCCTGTTCTATGTCGGTGTGACCCGTGCCCGCGAACACCTCCACTGCAGTTGGGCACTC 
GCGAGGCAAGAAGGCGGA'CGGAAATCGAGAAAGCGGAGTCGATTCCTCGATGGCATAGTC 
GTGGAGATGGCCTCCGAATCGGGCACACCTCGCAGCAATCGTCCGAAAAACTGCCGAGTG 
TGCGGATCGGTTCTTTCAAGCCCTGCCGAAAAAGCTGTCGGTCGGTGTGCGAGTTGCCCG 
ATCCAAGCGGATGAACGAGTCTTCGAACAGCTGCGAACGTGGCGCAATGACACCGCGAAG 
CGCGAAAACAAAGCGGCGTACATGGTGTTCAGCAATGCAACGTTGATGGCGATCGCTGAA 
ATGAACCCCACCAACGAAAACGAATTGCTCAGCGTGCCGGGTGTGGGGCCGATGAAGATC 
GAGAACTATGGCGATGACGTGCTCGCGATTTTGGGAGCACTT 

>RXA017 4 0-downstream 
TAGGAACCTAAACTCCAACACAT 

f;ff >RXA017 7 2 

V% TTTAAAAAGGCCTTTAAAAAGCAATCTGAAGCTCTAGGTATTGTCTATACCCCTGTTGAG 
ATCGTGGACTTTATTCTGCGAGCTGCCGATGATGTGTCCAAGAAGCATTTTGGTCGTGGC 

J! .4 TTAAGCGATAAAGATGTCCATGTTCTTGATCCTTTCACCGGTACGGGTACTTTTATGGTG 
"L~ CGTTTATTGCAGTCAGGTCTAATTAAGCCTGAAGATTTGGCCCGTAAATATGCCAATGAG 
CTGCACGCTACTGAGATCATGTTGCTTGCCTATTATGTTGCGGCCGTTAACATTGAGACC 

"'^ ACTTATTTTGGTCTCGAGGGAGAGCGTGCTCTGCGTAATGGTGAAGATGCGCCGGTCTAT 
GAGCCGTTTGATGGCATTGTGTTGGGTGATACCTTCCAGATGTATGAAGACGATGACAAA 

O CTCGATCTAGATGTTTTTACTGCTAACAATGACCGTATGGAGCGTCAGAGACTTACTCCT 

iiil GTACAGGTTATTGTGGGTAACCCGCCTTACTCTGTGGGGCAATCGAGTGCGAATGACAAT 
AACGCAAACCTCAAGTACCCCACTCTTGATCGACGTATTGAAGATTCTTATGCGAAGTAT 
TCGACCGCAACAAATAAGAACTCTCTGTACGACTCCTATTTACGTGCTTTCCGGTGGGCA 

i'l ACAGATCGTATTCACACACAAGGGGTTGTTGCTTTTGTTTCTAACAACGGTTGGGTTGAC 

j;| GGCAATACCGCTGATGGTGTGCGCCTAAGTTTGGCACAGGACTTCTCCGAGATTTATGTT 
TTCAACCTTCGTGGCAATTCCCGAACAGGTGGTGATTTGGCTAAGCGCGAGGGCGGCAAC 
GTCTTTAATGTCCGTGTGGGTACTCAAATCATTGTTGCCGTGAAAAACCCACAATTGTCT 
GGTTGCAGGATTCTTTATAAAGATATTGGTGACAATCTCAGCGCGGATGCGAAGTTGAAC 
GAGATTGCCGTTGCCACAATTGAGGGCGCTGAGTGGCAGACTATTTCGCCTAATGAATAT 
GGAGATTGGATCAGCCAGCGCTCTGTAGATTTTGATACCTGGCCTGTACTCGGTGATAAG 
AAAAACAAATCTGCATTAAAGGTTTTTCAAACCTTTTCTGCTGGTCTAAAGACTGGCCGC 
GATGCCTGGTGCTATGGGCCAACATCTGCGCAGGTAAAAACTAATATCACCCGGTTATTA 
GAAACCTATGAACAAGCTCAGCAACGGTTTAATTCGTGGGTTGTGGATAACGGAGTGACA 
TCTCCTAAGGAAGCTGACGTTAATCAATTCCTTAAGCAGAACCCTGATTTAGCGGATAGC 
AAGAAAATATCCTGGGATTCCAATCTAAAAATGTCCTTGTCACGCGGTGATACTTTTTCT 
TTTGATCCAAGCAGCATCCAAATGTCCTTGTATCGTCCATTTTTCCCTCAACAGACATAC 
TTCCATGTTTCATTGAACCAGCGTCGATACCAGTTACCGTCAATGTTCCCGACCCCGGAA 
CATGACAACCAGGGCTTTTATATCGTCAACCCAGGTAGTGCCAAGCCATTCTCTACCCTT 
GCAACAAATCTACTTCCAGATCTTGCTATGTGGGGTTCTAACGCCGGACAGTTCTTTACC 
C GAT G G AC T T G G GAAC C CAT C G AAAC T C G AG AAGGC G AAT TAG AC T T C G G T AAT G GAC T T 
TTCTCCACAACCCCAAAAAAGGGAGTTGAAGGCGAGATCCTTGACGGTTACCGGCGCGTC 
GATAACATCACCGACGAGATCTTAAAGCTCTACCAATCAAGCTTGGGTGAGGATGTCACC 
AAGGATGACATCTTCTACTTTGTTTATGCACAGTTGCATGATCCTGCCTATCGTGAGGCC 
TATGCGGCTGATCTAAAGAAGATGCTGCCACATATTGAAACCCCTACTGATCGCGCACGC 
TTTGATCACTTTGTGACAGCCGGCAAGGAATTGATGGATCTTCATATCAACTATGAAGAT 
GTTGAACCATGGGATGTGGAGGTAAAGGTCAAAGAAAAAGCTGATCCCACGGATCGTGAG 
ACCTGGCGTGTTACCAAGATGAAGTGGGCTAAGGTTCGTGATCCAGAGACCAAGAAATTG 
GTGGAGGACCATACCACCTTGATTTACAACAGCTCAATCACCATCAGCGGCATCCCCGAA 
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GAAGCTGAAAACTATCAACTAGGTTCACGTTCTGCCATCGCATGGCTTATTGACCGTTAC 
CAGGTGAAGAAAGATAAGGCGTCCGGCATTGTTAATGATCCCAATGATTGGGCTGATGAA 
GTGGGTAACCCTCGCTACATTGTGGAGCTGATTGCTAAGGTCACCCGCGTTGCCGTTGAG 
AC CAT G AG AAT T G TAG AG GAG C T T 

>RXA0 17 72 -downs t ream 
TGAGTTTTCCTACTGCAGCTTCC 



>RXA017 8 6-upstream 

AAGCATCTTGGTGCGCGGGGGTGTTGGGCTGGAAGGTACCCTGTATTTCATGACTTCTTC 
TTCCAGCTTTTCTCGTTTTGATGGCCGCGCACAGGATCAG 

>RXA0178 6 

ATGCGTGCCGCCAAAATCACCCGTGGATTTACTTCCAACCCTGCAGGCAGCGTGCTTGTA 
GAATTCGGCAATACTCGTGTCATGTGCACCGCTTCTGTGGAATTGGGTGTGCCTCGTTTC 
AAGCGTGATTCAGGTGAAGGCTGGTTGACCGCAGAGTACGCGATGCTTCCTGCTGCGACT 
GCGGAGCGTAACCGTCGTGAATCCATGGCCGGCAAGGTCAAGGGACGCACTCATGAAATT 
TCTCGTCTGATTGGTCGTTCTTTGCGTGCAGCTGTGGATCTTTCCCAGCTGGGTGAGAAC 
ACCATTGCGATTGACTGCGATGTTCTGCAAGCTGACGGCGGTACTCGTACTGCATCGATC 
ACCGGTGCGTATGTGGCGCTGGCTGATGCCATCAAGGTTCTGCAGGAGCGCGGGGTTGTT 
CCAGGCAGCCCACTTCTTGCA 



m >RXA017 97 

GGGTCTATAGCGTGGATTGACCTCACCCCAGAAGACCGCAGCGCCTACGACGACCAAGTC 
CGCCAAGGCAGCTGGATGGGCATGCGCCGCTCCGCCATGCTCTCACCAACACCACGCCTA 
ACTTCCGCAAAAATGCAACGCATCCTAGAACTCTTCGAAGAAGCAGAAGAACACGGCCGC 
AAAGCCCTCATCTTCACCTACTTCCTCGACGTCCTCGACGAACTGGAAAAGCATCTAGGC 
Q GAGCGCGTCATCGGCCGCATTTCCGGCGACGTGCCAGCCACCAAGCGCCAATTGCTTGTC 
|d GACGCCCTGTCCCACTCCAAACCCGGATCCGCCCTCATTGCCCAAATCACCGCCGGGGGA 
/ GTAGGCCTAAACATCCAATCCGCGAGCCTATGCATTATTTGTGAACCTCAAGTAAAGCCA 
j==$ ACCATCGAACAGCAGGCCGTCGCCCGAGTCCACCGCATGGGCCAAACCGCCACCGTCCAA 
^ GTCCACCGACTCATCGGCGACGAAACCGCAGACGAACGCATGCTAGAAATCCTGGCAGGC 
AAAACTCACGTCTTCGACGTCTACGCCCGGCTATCTGAAACCGCAGAGATTCCAGATGCT 
GTGGATATCACTGAATCACAGCTGGCAGCACGGGTTATTGATGAGGAGCGTGCACGGTTA 
GGGCTTACTGAATCCACTGGCCCTAAAGATGAAGAAACGGCCTTAAGC 

s ! — s 

O >RXAO 17 97 -downstream 

TAGTTGCCTAAGGCCGGAATTAA 



>RXA018 2 4-upstream 

CTAAAGCGCTGCTCAAAGAAGTTTTTGACCTCGACGCACTCATCCTCAAAGACCCCAACA 
AC G G C C G AC C AC T CAT C G T G C C C AC AG AC AG G AGAAAC T C 

>RXA01824 

ATGAAAGAAACCGACAACCTACTGCGCGAAAACTCCCACGACCGCGACATCTCTGAAATC 
GTCGCCACCATCACTGCCCTTGACCACCCATCACCCTCACTTCTGCGATTCACAGCTTTT 
GTTCCAGGATCAGCAAACAACCCAGTGTGGGCAGAAGCCAACGTGGCAATCAGGCTTTAC 
CTCAGCGAAGAATTCGACGACGCCACCCGCGTCTACACCGTCCGATCCTTTGATGCCGCA 
ACTGAAAGCATCGTGGTGGATGTGGTTCAACACCACCACGAAAGCCCCATGATGCGCTGG 
TCAGACACCGTAAAAATCAACGACACCCTCGTGCTCACCGGACCCCGCCCACACTTTGTC 
ATCCCCGAAGGCGAACAAGCAGCACTCTTCCTTGATGACACCGCCATCCCCGCTCTCGCC 
GCTATTTTGGATCAATGGCCAACAGATCTTCGTGGCAAAGGATGGGTTGTCACTGACGAT 
CCCGCAGCCTTCGATGAACTACCCAGCATCGACGGACTGGAACTGAACCTGCTCGCGCCG 
GGATCAGATCCAACTGTTCAGCCACTTGCCCAACAGGCATATGACCTGGAAAACCCAGAA 
ACTTACGTGGTGTGGGCAGCCGGCGAGCGAGATGAAATAAAATCCATCCGCAGGCACTTC 
CGCAAGCAGGTGGGATTGGAAAAAGATGCAGTGGCCGTGTTTGGGTACTGGAAATACAAC 
AC C AC C AAC AC T C AG A T C GAT G C AG T C C G C AAAG AAAAC T AC A T G AAG AT G C T C T C T G AA 
GGGCTACAGCTGGAAAACTTCGACGACCTCTCATTGGAGATT 



Appendix A, page 37 



Attornt^fccket No.: BGI-130CP 



>RXAO 18 2 4 -downstream 
TAAGGGGTCGAGTTTTTAGAATG 

>RXA0 18 32 -upstream 

TTTCAGTCACAGGGAGGGACAAAGCCATGCCCTTAGGCGTTTTCTAGGAGAAGACACTTA 
T G G AAC AC C C AAC T TAT T G AG AAAAG GAG G T C G C AAAG T T 

>RXA01832 

ATGGCTACTTCGAATCGGATAGCTAATGCTATGAACAGTTTGGCCAAGCTGGACAGTTCT 
ATGCAACGCGGCCTTGATAATGCGTTGGCGTTTGTTTTCCGTGGTCGCGTTGTTCCGGCT 
GAGCTTGAGGAGCTTTTGAAGCAAGAGGCTGAGGACAATGTGGTTCATACTGAGTTTGGC 
TATGTTGAGGCGCCGAATGTTTTTAAGGTTTCGGTGAGCCCGAACGATTTTAGTAATCTT 
GTCGATCGTTTTCCTGATCAGCCGGCTCGTTTTGGTGATCAGATGATGAGGTTCTGCAGG 
AACAGTGGCTGGACGTTGGTTGGGCCGGTGATTGTGTTGATTGAAGAGGATTCTTCGTTG 
CACACGGGCCAGTTGAAGTCGGTTTCGGAGAAGGATCCGGATCCGGAGTTAAGTAGCGGT 
TATCTGCCTTTGGAAGGCGACGGCATCCTGCCTGTCGCAGAAAGTGAGTCTAAGAACGTG 
TCTGACAGTTCCCCTTACACTGGTACGGAGTTTTTGCCGGCGCAATCAGCGGATCGCCCT 
TTGGTTCAGGGTGTGCCGCAGTCTCAGGTTGATGCGAATCGCCAGGCTGCGATGAAGCCC 
GCGGGCCCTACGGTGACTTTGCTGCTGCAGGATGGTTCGAGCCGGACTTATTTGGTTCGG 
GAGGGTTCGAACATCATTGGTCGTAGTAATGATGCGGATCTTCGTTTGCCGGATACTGGT 
f!J GTGTCTCGTCAGCATGTGGAGATCACGTGGGATGGCCGGGATGCCATTTTGGTTGATTTG 
i3 AAGTCGACTAATGGCACCACGGTGAATGACACTCCTGTGGATAATTGGTTGTTGGCTGAT 
j!fl GGTGATGTCATTACGGTGGGTCATTCCAATATCGAAGTTCGTATTGTTAGTCCC 

!;3 

>t g >RXAO 18 32 -downstream 

V% TAG AG GG AG AG G T T GAT C AA T G G 

. ^ 

>RXA018 66-upstream 

^ AC C C AG AT AG T C T GAT C AAG G AAG ACG C TGGGGCGT T AC G AAG AAG CCTTTCCC G AC AAG 

5i TGGATTAAAGCCAGCCTGATTCTTCGATCTCAGCTACCAC 

(M >RXA0'18 66 

Vn TTGAAACCCGGCCACCGCGATGACGGCGTCACAGTCCTCATCCCCATTCCAGTGCTGGGT 
GGACTTGATACCGAAGGCTTCGATTGGCTAGTTCCAGGCTTAAGGCTTGATTTGGTGACC 

v ? GAGTTAATCCGCACCATGCCTAAGGCTTTACGACGCACCGTTGTCCCTGCCCCGGATTTC 
GCCGAGCGGGTCTTGCCGTTACTGCGTCCCTACATGACACCACTGACCACCCAACTTGCC 

h= * GATGCACTCCATACCCTGGGCGGCCAAGGAATCAACGCCTCTGATTTCGATCCTGCCAAA 
CTCCCCGATCACCTGCGCATT 



>RXA018 67 

CCAGAGTGGGTGGAAAAAGCAGCCGGCCCATTGCTCAAGCACCAATACTCTGAACCGTAT 
TGGTCCTCAAAGCGTGGCGCTGCCATGGTGCACCGCAAATCAACGCTCTTCGGTGTGACA 
ATTGTTGCCGTCAAGGTAGTTCCCTACCACACGGTTGATCCCGTGGCTGCGCGCGATATG 
TTCATCCGCCATGCCCTCATCGAAGGCGATTGGTCCACTCACCACCGCTTCTACCACGAC 
AACGTGGCCAAATTGGAGGCAATCGGAGAACTTGAAGCCAAGGCGCGTCGCCGCGACATC 
GTCGTAGATGAAGACACCCTGTTTGATTTCTACGATGCCAAGCTTCCAAGCAACGCCACC 
ACCACCCGCAATTTCGATTCCTGGTGGAAGAAAACATCACGCGTCACACCAGATCTTCTC 
GATTTCGACCCAGATAGTCTGATCAAGGAAGACGCTGGGGCGTTACGAAGAAGCCTTTCC 
CGACAAGTGGAT 

>RXA0 18 67 -downstream 
TAAAGCCAGCCTGATTCTTCGAT 



>RXA0187 6 

ATCATTGGCCCGAACAAGACATTTTTGGAGTATATTTCTCACGTTTTGCCTGAACTCGGC 
GAGACTGGCGTGGTGTTGTCCACCGTCGGTGAGCTGTTCCCCGGTATCGTCCCAACGGGT 
TCCGAGGACACTTTGACCAGGGAAATTAAGGGCAGCGAGGAAATGGCCAGCATTTTGGCC 
GAGGCAGTCAAGGCGTATCAAGTGCTGCCAGAGAAGACCATCGTGGTCTCTGTTGATGGC 
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ATCGAGATTTCCATTGATGAGAAAACGGTGGCAAAATCCCGCACCCGAGCTCGTCGTGCC 
AGGCAGTCGCACAATTCCGCACGCCCAATTTTCCGCGAGCATTTAGTCGAACAACTCGCG 
CACCAAATGGCTCAAACGATCGGCGCGGATCCGCTGGGCGGCAAAAACCTGCTGTCAGCC 
GCCGACATCGATCAGCTGCACGATGATTTGCTTGACGACGCGGCCCTCCAGTCCGTCATC 
GACGATTTCTGGCCGGAGCTCCGGCCTCAGGACGTCCTGCATGATCTGTTGATTTCCGAA 
GAGCGCATTAATGTTGCTGCCGCGGGGTATGACGAGGAAACTAAGTCTGCTTTGCTGCGT 
GGTGAACTCGATCCGTGGGCACCATCGGACGCTGCATTGCTTGATGAGTTAGCCCTGCTC 
ATCGGTCTTCCCGATCCAGAGGAGGCACGGGAGAAGGCTGAGGCCAAATGGCGCGAGCAG 
ATCGATGACGCTCAGGAAGTCCTGGACGTTCTTAGTTCATCACAGTCATCGGATATTGAT 
GATGTCACGGAAGCTGAAGTTCTCTCCGCTTTCGACGTCATCGATGCGGAAACTTTGGCA 
CAACGCCAAACTGTCACGGATAATCGCACCACTGCGGAACGTGCACAGGCGGATCATAAG 
TGGGCATATGGTCACGTGATTGTAGATGAAGCTCAGGAGCTCAGTCCGATGGAATGGCGC 
ATGGTGTTTCGCCGTAGCCCTTCGCGATGGATGACCCTTGTGGGCGATATTGCACAAACT 
GGTTGGCCTGCCGGCGTTGACGATTGGGCAGAATCACTGTGGCCCTTCGTCGAAAAGCGT 
TTCAGGCACCACGAGCTCACCGTTAACTACCGCACCCCGGCCGAGATCATGTCGGTGGCC 
AATGAGCTTTTGACGCAGATCAATCCTGATATTGCGCCGGCAATGGCGATCCGCGAATCT 
GGTCGAGAGGTAGTGAACTTGCCGCTTGATGCCGATTTGTCGGCAGTGATGGATAGTTTG 
CGTGAGGAGGATTCACAGCGCACCATCGCGGTGATTTCTTCGCGCCGCCACCACGAAAGC 
GATTTCTACCTGGTCGATGACATCAAGGGCTTAGAGTTTGACCACGTCATCGTGGTGGAT 
CCTGCGGGAATCGTTGAAGAATCCCCCCAGGGATTGCAAGACCTCTACGTTGCGGTCACT 
CGTGCAACGCAGAGCCTCACCATTTTAGGTGAG 

>RXA0187 6-downstream 



>RXA018 93-upstream 

AGTCCTGATACATTTAGTCTTATAAACAGCGTGGCTTATCTAGGTTCGATTCTAGGATCC 
ATCAGAATCCACGCTGTTAGAAAAACACAGGAGTGAATAA 



>RXA01893 

ATGATTGATGAAATTCTGTTCGAAGCGGAAGAGCGCATGACCGCAACGGTCGAGCACACC 
CGCGAAGACTTGACCACCATTCGTACCGGTCGCGCAAACCCGGCTATGTTCAACGGTGTC 
ATGGCTGAATACTACGGCGTGCCTACTCCTATTACTCAGATGTCAGGCATCACTGTTCCA 
GAGCCTCGCATGCTGCTGATCAAGCCTTATGAGATGTCTTCCATGCAGGTCATTGAGAAT 
GCTATCCGTAACTCTGACCTTGGTGTTAACCCCACCAACGATGGCCAGGTGCTGCGTGTG 
ACCATCCCACAGCTTACTGAAGAGCGTCGTAAGGACATGGTCAAGCTTGCTAAGGGTAAG 
GGCGAAGACGGCAAGATTGCCATTCGTAACATCCGCCGCAAGGGCATGGACCAGCTAAAG 
AAGCTGCAAAAAGATGGCGACGCTGGCGAAGATGAAGTACAGGCAGCAGAAAAAGAACTA 
GATAAAGTCACCGCTGGTTTTGTTGCGCAGGTCGATGAAGTCGTTGCTCGCAAGGAAAAG 
GAACTGATGGAGGTC 

>RXA0 1 8 9 3-downs t ream 
TAGAAGACCTTTATCGCAATGGC 



>RXA01912-upstream 

TAAGACTTAGAAAGGGGCTTAACATGGCAGTCGTAACCATGCGAGAGCTTCTCGATGCTG 
GTGTGCACTTTGCCACCAGACCCGCCGCTGGAACCCAAAG 

>RXA01912 

ATGCGTCGTTTCATCTTCACCGAGCGTAACGGCATCTACATCATTGACCTTCAGCAGACC 
CTGACCTACATCGATCAGGCTTTCGAGTTCGTCAAGGAAACCGTTGCTCACGGTGGCACC 
GTTCTTTTCGTTGGTACCAAAAAGCAGGCTCAGGAAGCTGTTCAGGTTGAGGCAGACCGC 
GTTGGTATGCCTTACGTGAACCACCGTTGGCTCGGCGGCATGCTGACCAACTTCCAGACC 
GTTTCCAAGCGTCTGAACCGCATGAAGGAACTGCAGGCAATGGATGCTGCAGAAAACGGC 
TACGAGGGTCGCACCAAGCGCGAAGTTCTCATGCTGACCCGTGAGCGCACCAAGCTGGAG 
CGCGTCCTCGGTGGTATCGCAGAGATGACCCGCGTGCCTTCCGCACTGTGGATCATTGAC 
ACCAACAAGGAGCACATCGCTGTCGCTGAGGCTCACAAGCTGAACATCCCAGTTGTTGCC 
ATCCTGGACACCAACTGTGACCCAGACGTTGTTGACTTCCCAGTTCCTGGTAACGACGAC 
GCAATCCGCTCCACCGCACTGCTTTCCCGCGTTATCTCCACCGCTGTGGAAGAGGGTAAG 



T AGC AG G T TAT G AGCT C AGGGC C 
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AAGGCACGCGAGGAGCGTCAGCTGGCAGCTGCTAAGGATGCAGCAGGCGACGCAAAGCCT 
G AG GC AG AG G AAG C ACC AG C AG C AGC T GAG G C T G AAG AG G C AC C T G C AG C T G AG GC T G AA 
GAACACCTGCAGCTGAGTAAGCTGCCCTTAACTGCAGTTTCTGCAGTTAGC 

>RXA01912-downstream 
TGACCAATTTAAAGCCCCCACGA 



>RXA0194 8 

TCTGTAGAACTCCCTGCAGAGATTTTTGACCGTGAGGTCTCCGTCGCACTGCTGCACCAG 
GTTGTCAACGCACAGCTTGCAGCAGCTCGACAGGGCACCCACTCCACCAAGACCCGTGGC 
GAAGTACGTGGCGGTGGCCGTAAGCCATTCCGTCAGAAGGGAACCGGTCGCGCTCGTCAG 
GGCTCGATCCGCGCACCTCACTTCACCGGTGGTGGCATCTCCCACGGCCCTAAGCCACGC 
GACTACTCTCAGCGCACCCCTAAGAAGATGATCAAGGCTGCACTTTACGGTGCACTGTCT 
GATCGTGCACGCAATGCACGTATCCACGTCGTCTCCGAATTGGTGCCTGGCCAGACCCCT 
TCGACCAAGTCTGCAAAGGCTTTCATCGAGCGTCTGACCGAGCGTAAGTCCGTGCTGCTC 
GTAGTGAGCCGTGAGGATATCAACGCCCAGAAGAGTGCTAACAACCTGCCTGGCGTCCAC 
ATCCTGGCCGCTGATCAGCTGAACACCTACGACGTTCTCAAGTCTGACGACGTTGTGTTC 
TCCGTTGAGGCTCTCCACACCTTCATCAACCGCGCTTCCGGTGCGGCACAGGAGGAGCAG 
AAC 

>RXA0194 8-downstream 
*.3 TAATGGCTACTATCGCCAACCCA 



>RXA0194 9-upstream 

CCTACGACGTTCTCAAGTCTGACGACGTTGTGTTCTCCGTTGAGGCTCTCCACACCTTCA 
T C AAC CGCGCTTCCGGTGCGG C AC AG GAG G AGC AG AAC T A 

>RXA0194 9 

ATGGCTACTATCGCCAACCCACGCGACATCATCATCGCACCGGTCGTTTCTGAGAAGTCC 
TACGGCCTCATGGAGCAGAACGTTTACACGTTCTTCGTCTCCACTGACGCTAACAAGACT 
CAGATCAAGATTGCCATCGAAGAGATCTTCGGCGTCAAGGTTGCATCTGTGAACACCGTT 
AACCGTGCAGGTAAGCGCAAGCGCTCCCGCACCGGCTTCGGTACTCGCAAGGCTACCAAG 
CGCGCTTATGTGACTCTTCGCGAAGGCAGCGACTCCATCGACATCTTCAGCGGCTCCGTC 
GCT 

>RXA0194 9-downstream 
TAAGACGTCGATAGAAAAGGACA 



>RXA0195 0-upstream 

GGCTACCAAGCGCGCTTATGTGACTCTTCGCGAAGGCAGCGACTCCATCGACATCTTCAG 
CGGCTCCGTCGCTTAAGACGTCGATAGAAAAGGACACATT 

>RXA01950 

ATGGCTATTCGTAAGTACAAGCCGACAACCCCGGGTCGCCGCGCAAGCTCCGTTTCCATG 
TTCACGGAGATCACCCGTTCGACCCCTGAGAAGTCACTTCTCCGCCCACTGAGCAAGACC 
GGCGGACGTAACTCTCACGGCCACATCACCACCCGTCACCGCGGTGGTGGACACAAGCGC 
CGCTACCGCGTCATCGACTTCCGTCGTAACGACAAGGATGGCGTATTGGCAAAGGTCGCT 
CACATCGAGTACGACCCAAACCGTACCGCTAACATTGCACTTGCTTCACTACTTCGATGG 
CGAGAAGCGTTACATCCTCGCACCG/^AGGGCCTGACCCAGGGCACCGTTATCGAGTCCGG 
CGCTGCAGCCGACATCAAGGTTGG 

>RXA01950-downstream 
TAACAACCTGCCACTGCGTAACA 



>RXA02 037 

GGCAAGGGCAAGCCTTTGTACGCACCTAACGTTGACTGCGGCGACCACGTAATCGTGATC 
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AACGCTGACAAGGTTGCAGTTACCTCCAACAAGCGCGAGCGCGAAATGCGTTACCGCCAC 
TCCGGTTACCCTGGTGGCCTGAAGTCCATGACCCTGGGTCGTTCCCTGGATCTGCACCCA 
GAGCGCACCATCGAGGATTCCATCGTCGGCATGATGCCACACAACAAGCTCACTGCTGCT 
TCCGCAAAGAAGCTGCACGTTTTCTCCGGCTCCGAGCACCCATACGCTGCTCAGAAGCCT 
GAGGCCTACGAGATCAAGAAGGTGGCCCAG 

>RXA02 03 7 -downstream 
TAATGTCAGAGCCTATCCAGAAC 



P 



1,3 



5 



>RXA02 038 -upstream 

CTGCTGCTTCCGCAAAGAAGCTGCACGTTTTCTCCGGCTCCGAGCACCCATACGCTGCTC 
AGAAGCCTGAGGCCTACGAGATCAAGAAGGTGGCCCAGTA 

>RXA02038 

ATGTCAGAGCCTATCCAGAACGAGAACGTAGAGAGCAACGTCGCAGACGCTGCTGACATC 
GCTGCAGCAACCGCTGCAACCGAGGAGTTCACCAACACCATCGGCGATGCAATTGCTACT 
GCTTCCGAAGAAGAGACCATCGAGGCTGCACCAGTAGTACTCGACGGCCCAATCCAGACC 
GTTGGTCGCCGTAAGCGCGCCATCGTTCGCGTCCGCCTTGTAGCTGGCTCCGGCGAGTTC 
AAGTGCAACGGTCGCACCCTGGAAGAGTACTTCCCTAACAAGCTGCACCAGCAGCTGATC 
AAGGCTCCT 



^ >RXA02041 

CGTTTGGGCATCACTTCCGACTGGAAGTCCCATTGGTACGCCGACAAGTCTTACGCTGAC 
TACGTCGCAGAAGACATCAAGATTCGCGAATTCCTGTCCAAGGGCCTCGACCGTGCCGGC 
ATCGCCGACGTCGTCATCGAGCGCACCCGCGACCGCGTTCGCGTAGACATCCACACCGCT 
lift CGCCCAGGCATCGTCATTGGTCGTCGTGGCGCTGAGGCTGACCGCATCCGCCGTGAGCTC 
Q GAGAAGCTCACCGGCAAGCAGGTTGCCCTCAACATCCTCGAGGTCAAGAACGTCGATGCT 
fj AACGCTAAGCTGGTGGCACAGTCCATCGCTGAGCAGCTGACCAACCGCGTGGCATTCCGT 
a CGCGCAATGCGCAAGGCTATCCAGTCTGCAATGCGTCAGCCACAGGTTAAGGGCATCAAG 
| : =$ GTCGTGTGCTCCGGTCGTCTCGGCGGTGCCGAGATGTCCCGCACCGAGCGCTACCACGAA 
jijf GGTCGCGTTCCACTGCACACCCTTCGCGCAGAAATCGATTACGGCACCTACGAGGCTCAC 
I;!; ACCACTTTCGGACGCATCGGCGTCAAGGTGTGGATCTACAAGGGTGACGTCGTTGGTGGA 
CGTCGCGAGAGCGAGATCAATGCACCCGCAGAGCGTCGCGGCCGCGGCGACCGCAACGCA 
CGTCCGCGTCGTGGTGGCCAGCGTCGTCAGCGTGCTGAGCAGAAGCAGGAGGGC 



>RXA02041-downstream 
TAAACATGCTTATTCCTAAGCGC 



>RXA02 04 2-upstream 

ATGCACCCGCAGAGCGTCGCGGCCGCGGCGACCGCAACGCACGTCCGCGTCGTGGTGGCC 
AGCGTCGTCAGCGTGCTGAGCAGAAGCAGGAGGGCTAAAC 

>RXA0204 2 

ATGCTTATTCCTAAGCGCGTTAAGTACCGTCGCCAGCACCGTCCTACCCGTAGTGGTATC 
TCCAAGGGCGGCAACCGCGTCACTTTCGGTGAGTACGGCATCCAGGCTCTCGAGCCTGCC 
TACATCACCAACCGTCAGATTGAATCTGCACGTATTGCAATCAACCGCCACGT.CAGGCGT 
GGTGGCAAGGTTTGGATCAACATCTTCCCAGACCGCCCACTGACCCAGAAGCCACTCGGC 
GTTCGTATGGGTTCCGGTAAGGGCCCTGTGGAGAAGTGGGTTGCAAACATCAAGCCGGGC 
CGTATCCTCTTCGAGATGAGCTACCCGGACGAAGCTACTGCTCTCGAGGCTCTGCGCCGC 
GCTGGCCAGAAGCTTCCATGCAAGGTCCGTATCGTCAAGAGGGAGGATCAGCTC 

>RXA02 04 2-downstream 
TAATGGCTATCGGTACCCCAGCA 



>RXA02 04 3-upstream 

TGAGCTACCCGGACGAAGCTACTGCTCTCGAGGCTCTGCGCCGCGCTGGCCAGAAGCTTC 
CATGCAAGGTCCGTATCGTCAAGAGGGAGGATCAGCTCTA 
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>RXA02 04 3 

ATGGCTATCGGTACCCCAGCACACGAGTTCCGTGAGCTCAACGAGGAAGAACTGGTTACC 
CGCCTCAACGAGGCTAAGGAAGAACTGTTCAACCTTCGCTTCCAGCTTGCCACCGGCCAG 
CTGACCAACAACCGCCGCCTG 



>RXA020 7 7 -upstream 

CCAGCAGCCCTGAATCTGATGTCTCCAAGATGCGCGCTTCAATTGTCAGCCGTTACGGCC 
TGGCAGATATCGCTCGCGAAATTGATCTTGGCAACCACAT 

>RXA02 07 7 

ATGCTGGGCAAAGGCGAATTGCTCACCGAAGGTCGCAGTAAGGATTCCATTCTTGCGGAC 
ACCACAGAGGCGTTGTTCGGCGCGATTTTCCGCCAGCACGGTTTTGAAACCGCCCGCGAC 
GTAATTTTGCGCCTGTTTGCCTACAAGATCGATAACGCATCGGCCAGGGGCATTCACCAG 
GACTGGAAGACCACGCTGCAGGAGGAACTTGCTCAGCGCAAGCGCCCCATGGCTGAATAT 
TCCGCCACCTCAGTCGGTCCGGATCACGATCTAGTGTTCACCGCCATCGTGACGCTGGAA 
GGTGAAGAAATGGGTCGGGGAGAAGGCCCGAACAAGAAGCTGGCCGAGCAGGAAGCAGCG 
CACCAGGCATTCCGAAAGCTTCGGGAGTCCCGTGCC 

>RXA02 07 7 -downstream 
TGAACTGCCTGAAGTTGAGGTGG 



>RXA02145-upstream - 

CACTGCCACAGCTGCCAATTACCGTTGATGAAGAGGGCTACCTCATCGCCGCTGGTAACT 
TCATTGAGCCACTCGGCCCTGCATTCTGGGAGCGTAAGTC 

>RXA02145 

ATGAGTCTAGCTACCGTGGGAAACAATCTTGATTCCCGTTACACCATGGCGTCGGGTATC 
CGTCGCCAGATCAACAAGGTCTTCCCAACTCACTGGTCCTTCATGCTCGGCGAGATTGCG 
CTTTACAGCTTCATCGTCTTGCTGCTGACTGGTGTCTACCTGACCCTGTTCTTCGACCCA 
TCAATCACCAAGGTCATTTATGACGGCGGCTACCTCCCACTGAACGGTGTGGAGATGTCC 
CGTGCATACGCAACTGCGTTGGATATTTCCTTCGAGGTTCGCGGTGGTCTGTTCATCCGC 
CAGATGCACCACTGGGCAGCCCTGCTGTTCGTTGTATCCATGCTGGTTCACATGCTCCGT 
ATTTTCTTCACCGGTGCGTTCCGTCGCCCACGTGAAGCAAACTGGATCATCGGTGTTGTT 
CTGATCATCCTGGGTATGGCTGAAGGCTTCATGGGTTACTCCCTGCCTGATGACCTGCTC 
TCTGGTGTTGGTCTTCGAATCATGTCCGCCATCATCGTTGGTCTTCCGATCATAGGTACC 
TGGATGCACTGGCTGATCTTCGGTGGAGACTTCCCATCCGATCTGATGCTGGACCGCTTC 
TACATCGCACACGTTCTAATCATCCCAGCTATCCTGCTTGGCTTGATCGCAGCTCACCTG 
GCACTTGTTTGGTACCAGAAGCACACCCAGTTCCCAGGCGCTGGCCGCACTGAGAACAAC 
GTGATCGGTATCCGAATCATGCCTCTGTTCGCAGTTAAGGCTGTTGCTTTCGGCCTCATC 
GTCTTCGGTTTCCTCGCACTGCTTGCTGGTGTCACCACCATTAACGCAATTTGGAATCTT 
GGACCGTAC7VACCCTTCACAGGTGTCTGCTGGTTCCCAGCCTGACGTTTACATGCTGTGG 
ACAGATGGTGCTGCTCGTGTCATGCCGGCATGGGAGCTCTACCTCGGTAACTACACTATT 
CCAGCAGTCTTCTGGGTTGCTGTGATGCTGGGTATCCTCGTGGTTCTGCTTGTGACTTAC 
CCATTCATTGAGCGTAAGTTCACCGGCGACGATGCACACCACAACTTGCTGCAGCGTCCT 
CGCGATGTTCCAGTCCGCACCTCACTCGGTGTCATGGCGCTTGTCTTCTACATCCTGCTT 
ACCGTTTCTGGTGGTAACGATGTTTACGCAATGCAGTTCCATGTTTCACTGAACGCGATG 
ACCTGGATCGGTCGTATCGGCCTCATCGTTGGACCAGCTATTGCATACTTCATCACTTAC 
CGACTGTGCATCGGCTTGCAGCGCTCTGACCGCGAGGTCCTGGAGCACGGCATCGAGACC 
GGTATCATCAAGCAGATGCCAAATGGTGCCTTCATTGAAGTTCACCAGCCACTTGGCCCA 
GTTGATGACCATGGTCACCCAATCCCACTGCCATACGCTGGCGCTGCGGTTCCAAAGCAG 
ATGAACCAGCTTGGTTACGCTGAGGTTGAAACCCGCGGTGGATTCTTCGGACCTGATCCA 
GAAGACATCCGTGCGAAGGCTAAGGAAATTGAGCACGCAAACCACATTGAGGAAGCGAAC 
ACTCTTCGT GC AC T C AAC GAG G C AAAC A T T G AGC G T G AC AAG AAT GAG G G C AAG AAC 

>RXA0214 5-downstream 
TAGTTTCTAGGACTTCATCTCTG 
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>RXA0217 9-upstream 

CGGCAGGCAAAGCAAAGCAAGTGCACTGGCTGATGTGGCTGGTCGCTGGACTCTTCGTCG 
TGTTCTTCGCGATTGATCCCATCATGGAAGCTGTCGGCTA 

>RXA02179 

ATGACAACGCGCACGGTAATTTCTGATCCCGCAGATCCTCGTCTGGATGATGTCCGCGAT 
CTCAACCATTCCGATTCCCGGCCAGACCTACCCGGTGGCAAAGGCCTTGTTGTTGCCGAA 
GGTCCGTTGGTGGTTGGTCGGCTTCTGGAATCGCGTTACCCAGTGCGTGCGATCGTCGGG 
TTTAAAAACAAGCTGGATTCTTTCCTCGACAGCATCGATGCATCCCTTGTTGAAGGCATC 
CCAGTGTATGAGGTATCCCGCGAGCTCCTCGCAGAGGTCGCAGGTTTTGATATGCACCGC 
GGACTTCTGGCGACAGCCGATCGCACCGAGGAAGCAAGTGTTGCGCAGGTTCTAGAAAAC 
GCCCGCACCGTGGTGGTGCTGGAAGGCGTAGGCGATCACGAAAACATCGGATCCATGTTC 
CGCAACGCAGCAGGCATGGGCGTTGACGCCATCTTGTTCGGCAACGGTTGTGCCGATCCT 
TTGTATCGACGTGTCGTTCGAGTCTCAATGGGCCACGTGCTCCGCCTGCCGTTCGCACAC 
T T G G AA G GC AC C T AC AC C AC G T G G C AG C G C AG C T TAG AG C AG C T C AAAG AAG C C G G A T T C 
CACCTCGTTTCACTCACCCCAGATCCAGAGGCGGAACACCTCGAAGATGCGCTCGCAGGC 
AAAGACAAAGTGGCTCTACTCGTGGGCGCTGAAGGCCCAGGCCTGACCGAGCATGCGATG 
CGCGCCACCGATGTCCGCGCCCGCATCCCGATGGCGCCGGGTACCGATAGCTTGAACCTG 
GCTACCTCGGCGGCGATTGCGTTTTATGAACGGGATCGCTCACAGCGT 

>RXA0217 9-downstream 
TAAGTAACAGCGCTAAGTAGTAG 



>RXA02190-upstream 

GCCTGAACGTGAGATCAAAACCCCGTCTATACAGGGCATTTGAAAGATACTGCATCCTGT 
CCATTATCTAATTTCCTATCCATTTCGGAGCAATTTACAT 

>RXA02190 

ATGCCCACCAACAATGCACCTCAGGTAGCCATCAACGACATTGGCTCTGCTGAGGACTTC 
CTTGCAGCAATCGACGCAACCATCAAGTACTTCAACGATGGCGATATCGTTGAAGGCACC 
GTGGTAAAGGTCGATCGTGACGAGGTACTTCTCGACATCGGATACAAGACCGAGGGTGTC 
ATCCCATCCCGCGAGCTGTCCATCAAGCACGATGTCGATCCAGACGAGGTCGTCGAAGTC 
GGCGACCAAATTGACGCACTTGTCCTCACCAAGGAAGACAAAGAAGGTCGTCTGATCCTT 
TCCAAGAAGCGTGCTCAGTACGAGCGTGCTTGGGGCGCCATCGAGGAGCTCAAGGAAAAG 
GACGAGCCAGTTACCGGTACCGTCATCGAGGTCGTCAAGGGTGGCCTCATCATCGACATC 
GGTCTCCGTGGCTTCCTGCCTGCATCCCTCGTTGAGATGCGTCGCGTCCGCGACCTGGAT 
CCGTACATCGGCCAGGAGCTCGAAGCTAAGATCATCGAGCTGGACAAGAACCGCAACAAC 
GTCGTTCTGTCCCGTCGCGCATTCCTCGAGCAGACCCAGTCTGAGGTCCGCTCCGAGTTC 
CTGCACCAGCTCCAGAAGGGCCAGGTCCGCAAGGGCGTCGTCTCTTCCATCGTCAACTTC 
GGCGCATTCGTCGATCTCGGCGGTGTCGACGGACTGGTTCACGTTTCCGAGCTGTCCTGG 
AAGCACATCGACCACCCATCTGAGGTTGTCACCGTCGGCGACGAAGTCACCGTTGAGGTT 
CTCGAGGTCGATCTCGACCGCGAGCGCGTCTCCCTGTCCCTGAAGGCTACCCAGGAAGAC 
CCATGGCGCGTCTTCGCTCGCACTCACGCTGTGGGCCAGATCGTTCCAGGCAAGGTCACC 
AAGCTGGTTCCATTCGGTGCGTTCGTTCGCGTCGAAGAGGGCATCGAAGGCCTCGTCCAC 
ATCTCCGAGCTGGCTCAGCGCCACGTCGAGGTTCCGGACCAGGTTGTCGCAGTTGGCGAA 
GAGGTCATGGTCAAGGTCATCGACATCGATCTCGAGCGTCGTCGTATCTCCCTGTCCCTC 
AAG C AG GC T G AC GAG G AC T AC AC C GAAG AG T T C GAC C CAT C C AAG T AC G G AAT G G C T GAC 
TCCTACGACGAGCAGGGTAACTACATCTTCCCTGAGGGCTTCGACGCCGAGACCAACGAA 
TGGCTCGAAGGCTTCGATGAGCAGCGTCAGGCTTGGGAAGCTCGCTACGCCGAGTCCGAG 
CGTCGCTTCACCGCTCACACCGCTCAGATCGAGCGTCGTCGTCAGCAGGCTGAAGAGGCA 
GCTGCCGAGGCTCCGGCCGGCAACTACTCCACTGATTCTGCAGAAGATGCACCTGCAGCA 
GAAGCAGTTGAAGAGTCCGCTGGCTCCCTCGCTTCCGATGAGCAGCTCGCTGCTCTTCGC 
GAG AAG C T C G C AG G T AAC 

>RXA0 2 1 9 0 - do wns t re am 
TAATAGTTCCTGCACCTCTTAAG 



>RXA02241-upstream 

GCGTTGATGAACTTCGCGCAGCCCTCAAGTTGGCCTAAAAATCTGATGTAGTATCTTCGG 
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ATTCATGGCAAAAACCCGCGTCCCCGCTCCTGAAAAGTCG 
>RXA022 41 

GTGGCGCGGGTTTTACCTCTTTTGGGGTTACCTCACCTGGATCGACTGTTTGATTACCGC 
ATCAGCGAAGACCAACACGATGATGTGCAACCTGGCGTGCGGGTGCGCGTGCGTTTTGGT 
GGACGTTTAGTTGATGCCATCGTGATGTCACGCACCGCGCAAACCTCGCACGAGGGAAAG 
CTGATGTGGCTGGATCGGGTGATTTCGCCGATCGTGGTGTATCCACCTCAAACAGCAAAG 
CTAATTGAGCAACTCAGTGATCGCTATGGCGGGGTACGTTCGGATCTCATCCGTTCGGCG 
CTACCGGCGCGGCATGCTGGGGCAGAAGAGGCAGATACCTCCACGTCGTGGGAGTCATTG 
GGTGAGGTTAAAGAACCCGATTTATCGTCGTGGTCTGCGTATCAGCATGGTCAATCATTT 
GTTGACGCCGTCTTGGCGGGAACAACTGCGCGGGCGTCATGGCAGATTGCTCCCGGAGAT 
GATTGGGCGCTGGCTTTGGCTTCTTTGGCGGTCAAGGTTGTCAAAGACGGCGGCGGAGCG 
CTTCTCGTAGTGCCTGATCAGCGCGATCTCGACCGCTTGGAAGCTGCGCTTCGAGGTTTG 
GTTGCGGCGAAACAAATCACTGTGCTTAATTCAGGTCTTGGTCCGCAGGCACGATATCGG 
CGTTTCCTATCGGTACTCAGTGGGCAGGGACGACTGATTATTGGAACCAGAAGTGCCGCT 
TTTGCACCCGTGAAGGATCTGAAACTGGCCGTCATTTTAAATGATGGCGACGACAACCTC 
GTTGATCCTAGAGCGCCCTATGCCCACGCCAGGGAAGTGCTGACCACGCGTTCCAGTTTG 
GAAGCAAGCTCCTTGATTATTGCGGGACATGCGCGGACCGCGGAAACCCAATTGCTGGTG 
GAATCGGGATGGATGCACAATCTCATCGCACCGAGGGATACCATTCGCACTAGGATGCCG 
CGTATTCAGGCAGTGGGCGATTCCGATTTCCAGATGGAACGCGATCCAATGGCCCGATCA 
GCGCGGCTGCCTGGCATTGCGTTTCATGCGGTGCGCAGCGCCTTAGAACGTGATCAACCA 
GCGCTTATCCAGGTACCAAGGAAAGGCTACGTGCCAACCTTGGCGTGTGGAAACTGCCGC 
ACCCCAGCGCGGTGCCGGCACTGTAATGGGCCTGTGGGACTTCCCCAGGGAAGCTCTGAT 
CTAGCGGGAGTGCCCACTTGCCGATGGTGCGGACGCCCTGATTCGCGGTTTAAGTGCCAA 
AACTGCGGCTCTCCAAAACTGCGTGCTGTGGTGCTGGGAACGGAACGCACAGCAGAAGAA 
CTGGGCCGCGCGTTCCCGTCTGTGCGGGTAATTACCTCTGGTGGCAACAAGGTGGTGGAT 
TCGGTGGAAAACCGAGCCAGCATTGTGGTGTCCACGCCAGGTGCAGAACCTTTTGTGGCC 
AACTCGCCGGAGAGACCAGAGAAATCGGAGAAACCAGAGCACAAGGGCGCTTACGGTGCC 
TTGTTATTGCTGGATACCTGGGCGTTGATGGGTCGGCAAGATCTGCGCGCCATGGAGGAC 
GCGCTGCACAAGTGGGCAGCGGCGGCCACGCTGGTGCATTCTCATCTGCACCAGGGTCAA 
GTCATCGTGGTTGCAGATCCATCGTTTCCTGCTGTGCAATCGTTGATTCGGTGGGATATG 
GCAGGTGCTGCAGCGCAAGAGTTGGCTAGCCGACGCGAGGTTATGTTCCCGCCTTCTGTA 
CACATGGCAGCAATCGATGGGGCTACCGCTGCATTGGAAAGTTTCTTGGATTTGGCGGAG 
CTTCCCGATCATGCTGAAGTCCTCGGCCCTGTTGATCTGCCACCGGGTGTGAGTTTGCCT 
GGTGAATATGATGAGCAGCGCTTTGGTCCGCCGCAGCGCCTTCTCATCAGAACTCCATTG 
GGACCGCGGTCTGAGTTGGGTAGAGCGCTGCGCTCAGCCCAGGTGGCGCGTGCGGTGAGG 
AAGAATGATTTGCCGTTGCGTATTCAGATGGATCCGATTCACATCGGA 

>RXA0224 1-downstream 
TAAAACTGCTGGTGAAAGGCCTA 



>RXA022 93-upstream 

TCCACAACCCGCTAGAAAACACATCATCGCCTTAGGTTTCTCTGTAGAAGTTAGGAAAAA 
GAT GTGTT C AC T C AG CAAAT T C T TAAT G T AC AGGC AA T T G 

>RXA02293 

ATGAGTTCAAGAATTGGCAATTTTCTTATAAATCGCATTTCCACGGGCCTGCCCGTAGAA 
AATATTATCCCTCACCTGCAAGAAGCTTTTTCGGCCGGACCTAAAAACCTTGTCATTCAG 
GCCCCTCCCGGCACAGGAAAAACGACACTTCTCCCCCCATTAGTAGCTAACATCTTATGT 
AATGAAGGAGCGGGAAATGCCACCCCAACCAAGGTTTTAGTAACGGCACCTCGTCGTGTG 
GCCGTCCGAGCAGCAGCTCGCAGACTCGCCCAACTAGATGATAGCCAGCTCGGAACAAAA 
GTGGGATTCAGCGTGCGTGGTGAACATATTTCAGGCTCCCACGTGCAATTTATGACCCCC 
GGTGTGTTAATCCGCCAGCTCTTAAACAACCCAGAATTACCCGGCATCGGCGCTGTGATT 
ATCGATGAAGTCCACGAACGTCAACTCGATTCCGATCTACTGCTAGGAATGCTTGCTGAA 
CTCAGTCAACTGCGCGACGATTTCTCCCTCATCGCCATGTCCGCAACCTTAGATTCAGAT 
AAATTCGCAAACTTATTAGACGCTCAGGTCCTTAGTGTTGAAGCACCGATTTTCCCCTTA 
GACATTTCTTATGCTCCAGCCCGCGCGCCTCGCCTCAATGCAAAAGGTGTCGACTGGGAT 
TTCCTCGACCACATGGCGCAGAAAACTCACGATGCGGTGACACATTCAGAGCACTCTGCA 
CTCATTTTCGTCCCAGGTGTGCGTGAAATTGATCGAGTAATGAGCACGCTCAAATCGCTC 
GGCCATAATAATGTTTTCCCACTTCATGGCCAACTCAGCCCGACCGAACAAGACCGCGCC 
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CTCGCACCGTCACAACAGCAGCGCATCATTGTCTCCACTCCCGTTGCGGAAAGCTCCCTA 
ACTGTGCCTGGAGTTCGCATCGGGGTGGATTCCGGCCTCTCACGAAGCCCCAAACGAGAC 
TCTGCCCGCGGCATGACAGGACTGATCACCAGCAGTTGCGCGCAGGCTTCAGCAGGCCAA 
CGCGCAGGTCGCGCTGGCCGTGAAGGACCAGGACAAATAATCAGATGCTATTCCGAAGAA 
GACTTCTCCCACTTCCCACGATTTGTGACACCAGAAATCAGCTCCGCTGACCTCACCCAA 
GCAGCCCTCTGGCTCGCCCAATGGGGAACGTCACCTGCGGATTTACCGCTTCTTGATCAA 
CCCCCTCACGCAGCCTGGACGGCTGCACAACAGATCCTGCGCCTCATCGGCGCGCTTGAA 
GGTGACGCTATCACGAGCCTGGGACATCGCTTATCGACGCTTCCCCTCTGCCCTCAACTC 
AGCGCTTCTCTCCTCCGCTTCGGTGAACAATCCGCAAAAATCTTGGCGGTGGTGTCCGAA 
AACCCGCAGGGGGACGTCGAAAAGCAACAACCCGACAAGCGTGAAGTGGAACGCCTTCGC 
CGTTTGGCACCTGCGTCGGTTGGAAAAGCGAGTGCGGGGCAAATCGTAGGCGCTGCATTC 
CCGCAGCTCATCGGCCGAAAAATAGACAATGGAGAATACCTTTTAGCCAGTGGAACCCGC 
GCACGCCTCATGGATTCAGATCTCAAAGATGCCGAATGGATCTCCGTTGCTGCAATTAAC 
CGCTCACAAAATTCTGCCATCATCCGCGCCGCCGCCCGCATTTCAGAGGACGATGCCATA 
GACATCATCGGAGTCGTGGAAGAAACCCGCGCGATTTTTGTCAACGGAAAAGTCCAAGCC 
CGGAAGGTCAAAGCAGCAGGCGCGATCGAATTAAGTTCCACTCCGACAAAACCAACACCC 
GCCGAAGCCTCGGAAACAATCGCCACAGCCCTTGCCAAAGGCGGAATCGACCTATTCCAC 
TTCTCCGACAAAGCGGCATCCTTGCGTGACCGACTGAAATTCATCCACGAACACCGTGGC 
GAACCCTGGCCAGATATTGAAACTGCGGACCCGCACCTGTGGTTATCTCCAGAAATTGAG 
GCGCTCAGCCACGGAACACGACTAAACAATATCGATATGTATCCCGCACTCCAGCGACTT 
CTCCCCTGGCCTGAAGCAACCAACTTTGAAGAATTCGCTCCTTCCCACCTATCCGTACCC 
''J AGCGGGAATCAGCACCGACTAGATTATTCATCAGGCAGGCCAGTTATACGAGTGAAATTA 
W CAAGAATGCTTCGGATTAGAAGAATCCCCGCAGCTCTGCGGAATCCCGGTGCAATTTCAT 
I'M CTCCTGTCACCTGCGGGAAGACCTCTTGCAGTTACCGATGACCTGCGTAGTTTCTGGTCT 
£3 GGCCCGTACAGCCAAGTCCGTGCAGAAATGCGGGGCCGGTACCCCAAACACCCGTGGCCG 
„S GAGGATCCATGGACCGCTCCTGCCACTGCGCGCACCAAGAATCGCATG 

-; s=. 

3,3 I- 

3 >RXA02293-downstream 
8% TAGTTTTGGCACGACTTGATGTG 



^ >RXA02357 

P AATAGCTCGCGCCCCGAAGAAATCACTGACCTTTCTGCAGTACCGGACTGGACTTTCTTG 
FlJ GAAAAGCGCCCAGAGAACACTCTTGGCTCTCAGTTGGAACTGCGTTTCCGCGTGATGCTG 
CGACGCGCCTTAAAAAATCGCCATGCCAAACTTGTGGACCGCGTCAACGGCTCAAACTCT 
i;3 TATGTGGATATTGAGATGAGCTCCGGTGTGCGCTGGCGGATGAGCGAACAAGTTGATCGT 
GGATATACACGCCCTGATTTCTGGTTTGAACCGCTCAACGGCAACTATCCCACCGTGGCT 
GTTTTTACCGATGGCGCTGCGTTCCATATCTCTTCAGCTAACTACCGTCTTGATGGCGAT 
ATTCAGAAACGGATGAAACTAGCGCTCGATCCAGACAATATTTTGCCGTGGAATATCACT 
AGCTTAGACCTCGACCGCTTTAGTAATCCCGCTGCACAAGGTGAGGAACCAGCATGGTTT 
AGCCCCATCGGCAGGCAGCTCAGCAAAGCAAATTTGATTCTTGATCCACAATCAACTGCA 
CTCCTGGCAGCAACGCCTATGGATCAACTCTTGGCATTTTTAGATAATCCCGCGGCATCC 
TCGTGGAAGGAGTTTGCTCATATCGCTGCTGCTCACATGCTTGGGCATAATCCACAAAAA 
AATGGCGACGGAATTGTTGGTACCTTCCGCAATAAGATTTCCTTGCGGGCCACCATGGTT 
AATCGGGAACTGCGCGCCCGCCAATTGTGGCTTGCTCCCACCACTCCAGAAGAGCTGGAA 
GTGGATACCTGGACTGCCTTCCTCAATTTGGCCAACCTCATGTGGCTGGCACCGGAATCC 
GTATACGTAAGCACTAATGGTTCACCGCATAAAATTGATATTGTGCCTGCTCCAGCAGCT 
CCGCTTGTTGTTGAAGTTCCTGAATTGTGGGCTCCCATCTTGGATGGCTTTACCGCCGAT 
GAAGATGAAGAAGCCGAAGGCGCTTTGCAGATCTTGGCTAAGGAACATGCCCTGGTTCCA 
GAGACCACCGGTGATGAGCTCTCGAGTATTCCTACGATTGCTACGTGGCCGAGTGTCAAG 
ATCGCTTTGCTCTATGAATCTGATCCCGATGAGCCTTTGGAGGATGATCTCAAAGCTGAA 
GGTTGGACGCTGCTTTTTGCAAATGACCTCGAGACCTCCGATATTCCCGCTGCCCTTCGT 
CCC 

>RXA02357-downstream 

T AGT AC AC C CAAAG T T T AT G AAA 



>RXA02 35 9-upstream 

TCCTGCGCAAAAAGACGATCAGGAATCTCGTCGCAAAGCGGAAGAGGCCGCAAAGCGGGC 
GGAGGAGCAACTCCGGGACGCCGTCGAAGTACCCACCCCA 
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>RXA02359 

GTGGAGCTGCCCAGCCCTGGTGAGGCGCTCGCACATGCAGGGCACACCCCAGAAGTCCTG 
GAAGCCGAGCTCGGCATTGACCCGGCTGCCACCCGTATTGTGTTGGAACTTGCCTCAGAG 
GATGACATCGCAGCAGCGCTTCCTAGCAGCCCGACGTGGGAAAAAGACGCACTTATCGGC 
CTTGTCGCCGGTTTGAGCATTGAAGATATCCGCGAATCGCTCGCTATCCCCGCACCTTCC 
ACAGAGCCGGATACCCGCAGCGAAGATACCAGGCTCATTGCTGGGCTTAAAACCCCAGCA 
GCGCAAATGGACTTTGCCTATTTGGATACCCCAAATAGCAATGACCTGCGCCGCGTTATT 
GAAACTGAAGGTTTTGATAGCTGGCGCGTGTATATCGACCCCAGCCAGCGCTCCTTAGTC 
ACCCGCAACTTCAGCGGATCGGGTCGCGTTTTTGGTGGAGCTGGCACCGGCAAAACCGTG 
GTGGTAGTCCACCGTGCCAACCGCCTGGTCACTTCTGATGGACACCTTGAGACCGACGAT 
AAGACGCCTCGAGTCCTGCTCACCACCTATACCCGCGGTTTGGCCGATGCGTTGAAATCC 
TCCATGAACGCGCTTAATCCCACTTTCCCCGAGGCAGAAAAACCCGGTAGTCCTGGCTTG 
TGGATCAGCGGAATTGATGCCTTGGCAAATAAGGTGGTTGCGCTAGCAAACACCGCCGAA 
CGTGAGGCAGCAACCACTGCTATCTTGGGGCGTGCAGCCGGCAGAATCACCCCATTCATC 
GGCAACGGCGAACAAGAATTTTGGATCGACGCGATCATTTCCGCAGATCCCGGCGATCTA 
TCAGAAGAAATCAGCAATACTGAATTCCTCGCCCAAGAGTTTGAAACCGTAATCCTAGCC 
CGCGGAATCACCCAAGAAAAGGACTATCTGCGTGCACCTCGTCCCGGCCGTGGTACCCCA 
CTAAACCGCGTACAACGCAAAAAAGTGTGGGCGATTATTCAGCAATTCATGACTTCCTGT 
GCGCGCGAAGGAAAGATGTCCTGGCCAGCGCTTTCCTCCATCGCCGCAAACATCCTGGAG 
CAGCGCGCCGCCGCCGGCCAGGGCCGGCTATTTGACCATGTGCTTATCGACGAGGCCCAG 
P GACTTCCACGCCGGACATTGGCTCTTACTCAGGGCTGCGGTAGCCGAAGGTCCCAATGAC 
"'^ ATCTTCTTGGCTGAGGATTCACACCAGCGCATCTACGGCCAACATCATGTGCTAAGCCGT 
«% TTTGGTATTTCCACCCGCGGTCGGGCGTCTAAGCGACTCACCCTTAACTACCGCACCACC 

:;L: gccgaaaacctcagttacgcacttggcatgctcaccggtgaatggaccgacgccgaaggc 
gaaacggacacaattgagcactatcgctcagcgcgtaagggccccaagccacacctctac 
caatttgaatctgagaccgacgagttcgaagcaatcgctgagctcatcaaggtgtggcag 
l l j gacaggaccaccgatgtacgcatcggcattttggcacgcacccgtcctttgatcaaccgc 
Q : gtggttaatgcgctctctgagcagggcatcgatgccgtcaagacgcaaaatgccgaactt 
y gcagcccacgaaactgtcagtgtaatgacaatgcacggagctaaaggcatggagtttacc 
Si catgtcatcttgatcggaatgggccgtgacctcattcctttgcaatacaccatgcaaggt 
rj ttaggcgaggccgagcgtaacgacgcccaacagcgcgaacgctccttgctctacgttgca 
gcttctcgtgcacgtgatgcccttgttctcaccacgcatactgagccttcggagttgctg 

li!^ CCGCGGGTT 

2 U 

''^ >RXA02359-downstream 

t ; - f T AG AG C ACC AAGT AAC TAAAGTT 

>RXA02 3 63 -upstream 

TTCCTCGTCTCACAGGATTTGACCTGGTGAGTGCCGAAGCGAAAGTGCTCAGCGCAATAA 
AC AAC AAC AAT AT AAT CC C AAC T GCAAT T TAAG GAT C AC T 

>RXA023 63 

ATGTCCAACGCACCTAAAAAGAGCTTTTCAGACTTCTTTTCCCCACTAGCAACCGAAACT 
G AAAC AAC T AT T AC GC T C T C GG C AAT T GAG G T AG AG AAAG T C AAT G C C AAG AC T G AAG T C 
ACTCGAAATATTGATCCAGTCGAAGCAGCAGAACAAATCAGCCGCGACTACCGCCGCTAC 
CTGAAAACACTTATTAGCCCCAGTAATAAGACAATTGCGGCAGAATTCAACCGAGAGATT 
GATGAGTCCGAAAACCTTGTCTACGGACCAATTTTGCAGCTGACTCCGCCTTATGCACCA 
GGTAAGTCCCCTGCTCAATTAATTGATGAGGGAGTCCTTTCTCCAAACTTCTCACGTCTC 
GATGCCGCACTACCCAAAGATCGCCCGCTTTATCAGCATCAGGAAGACGCTCTGCGAAAA 
ATCGCTAGTGGCCGAAACTTAATCGTTTCAACCGGTACAGGATCTGGAAAAACAGAGTCT 
TTCCTCATCCCGATCTTTGACCAACTGCTCCGCCAACAACAAGCCGGTGAGTTAAATCCT 
GGTGTCAGAGCATTGCTTCTTTACCCTATGAATGCTCTTGCAAATGATCAGGAGAAACGT 
CTCCGCGAATTATTGGCAGACACCCCGGAAATTACTTTTGGTCGATACACCGGAGATACC 
AAACAGACCCGTGAAGAAGCCGAGAAATACTTCAAACTGATTAATGGGCGAAATGCGACC 
CCTCTACCTAATGAGCTAATTAGCCGTGATGAGATGCAGGAAAATCCACCTCATATCTTG 
CTCACCAACTACGCAATGTTGGAATACCTCCTGCTTCGTCCTGCAGACAACGCATTCTTC 
GATGATGCATATTCCAATAATTGGAAGTTCCTTGTTCTTGATGAAGCTCATGTCTACGCC 
GGAGCACAAGGCACTGAAGTCGGCATGCTGATGAGGCGCCTGAAAGATCGTGTCCAACGA 
GGAAATCCCCTCCAGTGCATCGCTACAAGTGCTTCTTTGGAAGGAACTAAAGAAGCCATC 
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ATGACCTTTGGACAAGACCTCTTTGGTGAACCTTTTGAGTTTGTCAACGAAGATCCCTCG 
CGCCAGGATTTGGTATCCGCGCATCGGAGAAAACTACCAAAAACCTTTACGTGGTCCCTA 
CCAGATGAGCTCTTTGACCAGCCTTTAGAAAGTGATGGTCTTTTCCAAGCACTACAAGAG 
CGCGGTGGAGATCAATACGAAGAGCTCTCCAAAGAAGAACACATCGTAAAACTCCGCGAA 
CTATCCCAGCAATCAAGCACTCGAGTTGAAGACATCGGCAAGGGTCTTTGGCCAAATGTT 
ACTGATAAAGCATCAATGCACCGCACACATATGCTGGTGAATTTAGGCAGTGGCGTTCTA 
TCCCATGATGGAGTACCAGCTCTGTCCGCGCGTTATCACATGTTTGTCCGCGCAGTTGAA 
GGCGCTTTTCTTGGGTATACAGAGCAAGGAAAGCCAATCGTGTCCTTGGACCGGCAAGTG 
ACATTAGGCGACACAGCTCGACCAATGTATGAAATGGGTGCTTGCATCAAATGTGGAACC 
GTTCATATCAGCGCCCATAATGATTCTGGTTTCCTTGTGCCTCCAGAGAATTCCTCAAAT 
TTCGACGAACAACAGCTCAAATGGGTAGTCCTCACCGATGATTTCGAAACAGCAGACATC 
G AC G AAG AT G AC C T AG AAAC T G AT GC T G AC G AG AAC G T C AAAG T C C T T GAG C T AC AAAAA 
TTATGTACGGCCTGCGGAAAACTAAACGGAAAGAACTCTCTTCTCTGCTCCGGATGCTCA 
TCACATCAT GACCAGTTTATTGATGTAAAGATCTTGGAACCCCGGAATGGTAGCCAATTA 
ACATGCACTCGATGCGGTGGCCGAGAAAAGAACCTGATTCGACGACTCCGAACCGATTCA 
AATGCTGCACCTTCTGTCCTCACCACATCATTGTTCCAACTGTTGCCAGAATCAGCTGAT 
CAAGATACATCACGCAAGATCGGTGCTGGACGCAAACTACTCACGTTTTCTGACTCCCGC 
CAGGCTGCCGCTTACGCAGCACCATATTTGCAAGCAAGTTACACCAGGTTGCTAGAGCGA 
AGAATCCTCATTGAGACCCTGCGGGATGAAGAATTTACTGAAGGCGCATCCATTGAACGA 
TGGATTTCCCGCGCAAGTGAAGTGGCGAAAAACAATCGAGTCCTCGCTAACAACTTGAAC 
CCACGCGAAACACTAGAACAGACAGGTAACTGGGTATTCGCAGATCTTGCTTCGACAGTC 
CGAAGTAGTTCGACTGAAGGGCTTGGACTAGCCAAAATTGAACTGACCCCTGAGGCTTTG 
W : TCGCAACTCAGTTTCAGAAAACCACTTGGCGAGATGTTTGGGGATCCGGATGCCGCCGAC 
GCCTTTTTTAATCTCTTCGCTCAAGAATTCCGTCACAAGGGCGCAATCAATTGCCCTGAC 
Ifl TACGTCAATCTTGAGGATGAACGCTTTGGCCCTCGTCGTGGGCAGCACTTTTTCACCAAA 
O GATGGTGGAAGAAAATCAACACGACGCCTCTACTCATGGATTCCGCAACGAGGAACCAAC 
3S Z AATCGCAAGGACTTCATTACAAAAGTCTTGAACCGCATCGGACAAGCAGGTGACGAAGGT 
m GAAAATATTACGACGCTTCTCCATCACCTATGGAATGACTACACTAATTCCGAAATTTTG 
^ AAGGTCCCAGGCGAAAAGGCCGAAGGCTACACACTTAACTACAACTCACTGCAAGTAAGC 
CCTGGAAAACAACATTCCTGGTATGAATGTGACACTTGTAGAAATACAACGCCATTTAAT 
^ GTTCTCGGGCTGTGTCCACATGGGTTCTGTAAAGGCAAGCTAAAAGAAATCGATACTTTC 
"L TTACCGGAGTATGCCACCAATCATTATCGGAAGTTGGCAACATCGCTTGAAATTCTTCCG 
]\i C T T T C AG C C AAAG AG C AC AC T G C T C AA T G G AC G C C AAC G GAG G C T GC AG AG G T T C AG AAA 

P GAATTCATCGAAGGAAAAATCAATGTCCTAAGCTGTTCTACTACGTTTGAGCTTGGAGTT 
riJ" GACGTTGGTGATCTGCAGTCAGTAATGATGCGCAACGTACCGCCACGTACGGCTAACTAT 
h *-4 GTGCAACGTGCGGGACGTGCGGGACGCCGATCAGGTTCAGCAGCTTTTGTGCTTACCTTT 
GCTAAGCGATCTTCTCATGACTTGGCTGTATTTAAGAACCCAACCCAGATGATTGATGGC 
GAAATGACAGTGCCATTTTTGCACATTAACAATGCCCGAATCGCCCGTCGTCACACCTAT 
TCAATCGCTCTCGCCGCATTTTTCCGAGAGCAGGCTGCCCAAAATCGGTTCTGGAAAAAG 
GCCGGAGAGTTCTTCCTTGGCACTGATGCAGCTCCATACCTTAGGCCTGCTGTCGCAGAG 
CAAGAGGCAACGGAGATCCTCGAAGAGTTTCTCTCCCCTGTTCCTAATTACATCACTGAA 
GCCCTCCGTCGCGTATTCCCTGAGTCCCTGCATGAGGATCTGGATATTGAAAATCAAGGT 
TGGGTTAAACAATTCCTTGAAATTTTCGATACAACTCGTCAGGAGATCTCCGAAGATTTC 
CAAACGCTTAAAAAGATGCAAGGGCGAGCGCTGGGCAGTGAACAAGGCAAAAAGGCAGAT 
GCCTTCAAACGCACAATCACAACTCTGATGGACCAAGATCTTTTGGGATACTTGGCCAAG 
AAGAACATGCTGCCCAAGTACAGCTTCCCTGTCGATACAGTAGATCTTCAAACAAACTTC 
AGTGAAGCTGGAAATAAGGTGAGCTTGTCACGAGATCTTCAGCTAGCGATTACCGACTAT 
GCTCCTGGTGCGGAGTTAGTAGCAGGCGGAAAATTGTGGAAATCCGCTGGCATTCGACAC 
CTAGCCGGTAAAAAGGTGGAAACTTTTTATTGGACAACGTGTACTGAGTGTAAACATACT 
GAAACCTCTCGTTTTGGATTTACATCTGAAGATGTCTGTTCTCAGTGCTCTGCACCAATA 
TCGCTGGGTAAAGAGAACAAGTTCCTTATCCCTCGTTTTGGTTTCGTTGCAGACCCAAAT 
CCAACTGAAGTGGGCACTGCTCCCCCGGTCCGATCCTCTAATCGACTTGAATTTGTAAAG 
CAGTTCGGTGTCAAAGATGACAGTGAAGAGTTCTCAAATTCAGATGGGACAGCAACTGCG 
CAAGTACTTACTTCTTCTTGGAGTCGGACGGAGATGGGAGCGCTTGAAACAGGTCCTAAC 
AAGAATGGATTTTGGTATTGCCAAACATGCGGATTCGGCACTCCCAATGGCGCCGAAATC 
CC T AAAAGCCATCGAAACCCCAGAACTAAGCAGCAGTGTGGCACC TACT ACT TAG AAC CC 
CACTCTTTGGGTCACACCTACCAAACTGACATCGCGACAGTTGCCGTTCCTTCTTATACA 
AATCTTGACTTCGAAGGGTGGCGCTCTGGAATGTACGCCATCATCGAGGCAGCTGCTGAA 
TGTTTAGAAATCAATCGTGATGATCTAAACGGCACCATGGCGAAACACGACAACAGGCCA 
ACGATGGTGTTGTTCGATACTGTTCCTGGTGGAGCTGGTATTACCCGAAAAGTTCGAGAA 
AACTTCCCTCAAGTACTCGAAGCGGCAATTAGAAGGGTCGAAACCTGTTCTTGTGGCATC 
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GATACTTCGTGTTATGCCTGTTTGCGATCATTTTCTAACCAGCGTTTCCATCTCGATTTA 
AGGCGCGATATTGCATTGGACTTGCTTCACCATATGGCGGTTGCGATGCCAAAATCTGAG 

>RXA023 63-downstream 
TAGATAACACCAGCTACCCACAG 



>RXA02 3 6 9-upstream 

ATTGGCGCATGTACCTGCGCGGCGGCGGTAGGAGATCTTGTCCCTACCAGCGCCCGGGTG 
CATTGCTCAATCGTGGAGATAAGAAAATAGGAGTGTCGCT 

>RXA02 36 9 

GTGCCAAATAACAAGGCAGTAGAAGCAGAAATCTCTCCCTCGGCTGTGCTGGCCGCGGAA 
TTTGATCGAGATTCATTGAGCGAAAAAACCCGCGTACATCAACTGGCCAAACGACTTGGA 
ATGGTTTCCAAGGACGTCGTTGTTGCGCTCGATGGCATCGGCCTGGTCAAGGTTGCGCAG 
TCAAACCTGAGCAAAGAAGT^AGTAGAAAAGCTTCTCGACGCCCTGTCTCAGCCCGTACTC 
AACGCTGCCCCAGCTGCCGTCCCCGACGTTGAACCGGTGGAGAAGATTCGTCGACGCGTT 
G AG AAG AAT G T GG AAAAT G AAA T C C AC C AAAT C G AAG AAAAAG T AG AGC G C G AA C T C G C G 
GCAGTCGCGCAACCTACTGACTTCGAGGCGGCAGCCCGCGAAGAAGCCACTGCAGAACTG 
CTGGAAGATATCGTCCCAGAGATCACCCCGGCGCCGGTGGAAGCATCTGTGTACACGCCG 
ATCTTTGTGGCACCTGCAGTTGTACCTACTGAAAACGTCCAAGACACCGACGATGAACAG 
GTCCGCGAACGCACGGCGCGGAAGCGCCGTGGGCGTCGTGGCACCGGCCGCGGACGTGGA 
GCTGAAGCTGAAACCGTCACCGAAGTGAGTGAGGAGGCGTCGACAAGCGAAGTAGAAGAG 
GTAAACGAGCCAATCGGAATTAAGGGCTCCACTCGCTTGGAGGCGCAACGCCGCCGTCGC 
ACGGAAATGCGCGAAGAAAACAAAAAACGCCGCCATGTGGTCAGCACCCAGGAGTTCATG 
GAACGCCGTGAATCGATGGAACGTCGCATGATTGTGCGCGAGCGCCAACGCCACGATCAC 
CCAGGTCTGGTCACTCAGGTTGGTGTGCTGGAAGACGATCAGCTGGTTGAGCAGTTTGTT 
ACCTCTGATGCGCAGATGTCTATGGTGGGCAATATTTATCTGGGGCGCGTTCAAAATGTG 
CTGCCAAGCATGGAAGCTGCCTTCATTGACATTGGAAAAGGTCGCAACGGTGTGTTGTAT 
GCCGGCGAAGTCGACTGGAAAGCTGCTGGACTTGGCGGACGTGGACGTCGCATTGAGCAG 
GCGCTGAAAGCCGGCGACCAGGTTCTCGTCCAGGTCTCCAAGGATCCATTGGGCCATAAG 
GGTGCGCGTTTGACCACCCAAATTTCCCTGGCGGGACGTTACCTGGTGTACGTTCCAGGT 
GGTCGCAGCGCTGGCATTTCCCGCAAACTGCCTGGACCTGAGCGCAAGCGTCTGAAGGAA 
ATCCTTGGCCGCGTTGTCCCAGCGCAGGGTGGAACCATCATCCGAACTGCTGCTGAAGGT 
GTGTCGGAAGAAAACATCGCAGCTGACGTGAACCGTCTGCACACCCTGTGGGAGCAGATC 
AAGGAACGCACTGCGGAGGAAAAGAAGTCCCGCGGTTCTAAGCCGATCACCATGTATGAA 
GAGCCAGACATGCTGGTGAAGGTGATCCGTGACCTCTTCAATGAAGATTTCACCTCACTG 
ATCGTTGACGGCGACCGTGCCTGGAACACCGTGCGTGCCTACATCCAATCAGTCGCTCCT 
GATTTGGTGTCCCGCGTGGAACACTTCAATCGCGCAGACTTTGACGGCAAGGATGCTTTC 
GAAGCATTCGACCTGAACACCCAGCTTGAGGAAGCGCTGTCCCGAAAGGTGAACCTGCCA 
TCGGGTGGATCGCTGATCATCGACCGCACCGAAGCCATGACGGTGATCGATGTGAACACC 
GGACGCTACACCGGCAAGGGTGGTGGCAACTTGGAAGAAACCGTCACGCTCAACAACATT 
GAAGCTGCCGAAGAAATCGTGCGCCAAATGCGCCTGCGGGATCTCGGTGGCATGATCGTT 
GTCGACTTCATCGATATGGTGCTGCCAGAAAACCAAGAATTGGTCCTGCGCCGACTCAAT 
GAAGCGCTAGAAAACGATCGCACCCGCCACCAAGTCTCTGAGGTAACCTCACTGGGACTT 
GTTCAGATGACCCGCAAACGCATCGGCGCGGGCCTGCTGGAAACCTTCTCTTCACCGTGT 
GAGCACTGTGAAGGCCGAGGCATCATCGTTCATGTTGATCCAGTAGACACCGTTGACGAG 
CGCGTTGAGGCGAAAGCGGAAGAGCGTAGCCGTCGTCACCAGCGTTCCAATAGCACTAAC 
AAGGCAGCTGCGGAGCACCCGATGGTTGTTGCCATGCGTGATCTCGTGGAAAGCGATGAA 
CACGATCTGGATCAAGAATTTGAGGAACTCGCTGCATCAATGATCGTTCTCGATGACTCC 
GATCTATTA 

>RXA02369-downstream 
TGATGTGGACAACGACAAGCTCG 



>RXA0237 0-upstream 

GAGCACCCGATGGTTGTTGCCATGCGTGATCTCGTGGAAAGCGATGAACACGATCTGGAT 
CAAGAATTTGAGGAACTCGCTGCATCAATGATCGTTCTCG 

>RXA0237 0 
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ATGACTCCGATCTATTATGATGTGGACAACGACAAGCTCGACGAGCCTGAGCGCATTCTT 
GCTGAATCCACCGTGGAACCGGAGGAAGGACCACGCATGAGGGCCCGCCGTCAACGTCAG 
GAATCTGCTGCGGATGATATTGCCGCGATTGCAGCTGCTGCCGTGGACATTGCTTCTGAA 
GAAGACCCTGATGAGCCTTCGGGATCGTCGTATGTGTCTGACTTTGAGGCAGAGCCTATT 
GCACCTGTAGTTGAGAAGGCTGCTGAACCTGTGGCTGAGCCAACCGCTGATTATGAAAAG 
GCACGTGCCGAATTTGAGGCAAGCCCACGCAGGCGCCGCAAGACTCGTGGCAATTCACGT 
TCGGATCATGCTCCAAAGCCAGAGGATTTCGCACCTGTAGTTGAAGAGGTTGCTGAGACT 
CCAGTGAAGACACCTGCGCGGAAGGCTCCACGCCGTAACCGTCCAAGTGAGCTCAGTTCC 
GGTGCGCCGTCCTCTGCACCATCGACCAGGAACCGTCGCCGCGCAGTGCGCCGTCAACTG 
G T G G AAG C T C C T GAG AC C G T C G T T GAG AT AG C AC C T G AAG C AG C ACC AG AAC AG G T T G C A 
GAGCCTCAGGTTGAATTCGACCAGCCAGACAACCGCCGAAAGCGTCGTCGTGCTGTGCGC 
GTGACAGCGGCGCCGGTGGAGAAGAAGGTGGCGTCGACAAGCAATGCGCGGGCGCCGAAG 
AAGGAACCTCAGGCGGCGAGCACCACCAACCCAGGCCGCCGTAGGCGGGCTACCCGACGA 
GGCCCACGAAGC 

>RXA02 37 0-downstream 
TAGGGTATAAGGGCGGTTTGTGT 



>RXA02371-upstream 

TTGGCTCCGCATGTCTAAAACGCAATTGTAAAACGTAAGTCCAATCAGGGACTCATCATC 
CGAGTACCTGAGCCGAGAATCAGATAAGGGGTAGCCCTCT 



>RXA02371 

ATGTACGCGATCGTCAAGACCGGCGGAAAGCAGTACAAGGTTGCCGAAGGTGACCTCGTT 
AAGGTCGAGAAGATCGAGGGTGAGCCGGGTGCATCCGTGGCTCTCACCCCGGTTCTGCTC 
GTCGATGGCGCCGATGTAACCACCGCCGCTGACAAGCTCGCTTCTGTGAGCGTCAACACC 
GAGATCGTCGAGCACACCAAGGGCCCGAAGATCAAGATCCTGAAGTACAAGAACAAGACC 
GGATACAAGAAGCGCCAGGGACACCGTCAG 



>RXA0238 9-upstream 

GTTGCACTTTATGCCAAGCAGTTTATTTAAAACTGCGGGAGAAACACTCCTCGATGGGTT 
T G T AC AC AAC T T T AAC TAGAAAG T T C AAG AG GTATTTGCG 

>RXA02389 

A T G G C AAAC AT C AAG T C T C AG AT C AAG C G T AAC AAG AC C AAC GAG AAG GC TCGTCTGCGT 
AACCAGGCAGTTCGCTCCGCAGTCCGCACCGAGATCCGCAAGTTCAACGCTGCGATTGAA 
GCAGGCGACAAGGATGCAGCTCAGGCTCAGCTCCGTACCGCTTCCCGCGCACTGGACAAG 
GCAGTAACCAAGGGTGTCTTCCACATCAACAACGCTGCTAACAAGAAGTCCAACATGGCT 
ACCGCTTTCAACAAGCTTGGC 

>RXA0238 9-downstream 
TAATTTTTGGCTCTTTTGAAAAT 



>RXA02419-upstream 

GAAACCCGCGCAAAGCAGGACGGACGAAACATGACAATGGTTCTCGGTCCGGTGCGCAAG 
G G C AAG AAAT AAT C AC G AAT AGG G T T T AAG G AC AAC T T T C 

>RXA02419 

ATGAAGAACAAGACCCACAAGGGCACCGCAAAGCGCGTTAAGGTGACTGGCTCCGGCAAG 
CTCGTTCGCGAGCAGGCAAACCGCCGCCACCTTCTCGAGGGCAAGTCATCTACCCGCACT 
CGTCGCCTGAAGGGCATCGTTGAGGTTGACAAGGCCGACACCAAGCGCATGAAGCGCCTG 
CTCGGCAAGGCT 

>RXA02 4 1 9-downs t ream 
TAAGTTTAAAACCTTCGCCTAAA 



>RXA02 4 20-upstream 
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CGACACCAAGCGCATGAAGCGCCTGCTCGGCAAGGCTTAAGTTTAAAACCTTCGCCTAAA 
C C C C T C C AC C T T T C AAG AC AAG AT T T AAG G AA G T AC C ACC 

>RXA024 20 

GTGGCACGTGTCAAGCGGTCCGTTAACGCAAAGAAGAAGCGTCGCGAAATTCTGAAGTCC 
GCAAAGGGCTACCGCGGCCAGCGCTCACGCCTTTACCGTAAGGCTAAGGAGCAGTGGCTG 
CACTCCATGACTTACTCTTACCGCGATCGTCGCGCCCGTAAGAGCGAGTTCCGTAAGCTG 
TGGATCCAGCGTATCAACGCTGCTGCACGTATGAACGGCATCACCTACAACCGTCTCATC 
CAGGGCCTTCGCCTTGCTGAGATCGAGGTCGACCGCAAGATCCTC'GCTGATCTCGCAGTC 
AACGACTTTGCAACCTTCTCCGCAATCTGCGAGGCTGCAAAGGCTGCACTTCCTGAGGAC 
GTTAACGCTCCAAAGGCTGCT 

>RXA02 4 20-downstream 
TAAGCTTACAAACGAATTGACCT 



>RXA024 63-upstream 

nnnnnAAANTGACATCCTTGTAGCCACAGACGTAGCCGCCCNAGGNNTNTATNTTNATNA 
CNTTACCCACGTNATTAAATACCAAANCCCCGnCGATCCT 

>RXA02 4 63 

ATGACCTACGTTCATTGTATNGGACGCACGGGACGCGCAGGGCACAACGGAACAGCCGTC 
ACTCTTGTCGGGTTCNACGAAACCCTNAAATGGACTGNCATNGACAACGAACTN 

>RXA024 63-clownstream 
NAACTCGGGCAACCAAACCCACC 



TCGTTGTATTGGAATGACCCTATTGTAACCGTGCAACGATAGTATCTAAGTTGTGTCTTC 
TGAAAGCCCCAGACCTACGTTCACAGAGCTCGGCGTTGCG 



>RXA02468 

G T G G AAAT C AC C G AC G C AC T C G AAG C C C T C G G CAT C AAC C G AAC T T T C G C GAT C C AGG AG 
TACACACTTCCCATCGCGCTCGACGGCCACGACTTCATCGGCCAAGCCCGCACCGGCATG 
GGCAAAACCTACGGATTCGGTGTCCCACTCCTCGATAGAGTCTTCGACTCAGCCGACGTC 
GCAGAAACCGACGGTACCCCCCGAGCCCTCGTCATCGTGCCCACCCGAGAACTCGCAGTC 
CAAGTCGGCGACGACCTCCAACGCGCAGCAACCAACCTGCCGCTAAAGATCTTCACCTTC 
TACGGCGGCACCCCCTACGAAGAACAGATCGACGCACTCAAAGTCGGCGTCGACGTTGTC 
GTAGGCACACCCGGACGATTACTCGACCTGCACAAACGAGGCGCGCTATCGCTCGACAAA 
GTAGCGATCTTAGTCCTCGATGAAGCCGACGAAATGCTCGATCTGGGCTTTCTGCCCGAC 
ATCGAAAAAATCCTCCGTGCCCTCACCCACCAGCATCAAACCATGCTGTTC 



>RXA02 52 2 -upstream 

TGGGGCAGCTTTCTCGCTAGTACGGCTCACTAAAGATAGGTATCCACCCATCCTAATAAA 
AACGATTCCACCGGTATTAAACATTGCTGAAATAGGGCGG 

>RXA02 522 

ATGTGGGCTCGTGACATAAACTTTCTATACATGAGTACAGAGCAGGAACTGCAAATCGGA 
AAAGTTGTAAAATCCCACGGCATTCGGGGTGAAGTCGTGGTGGAATTGAGCACCGATGAT 
CCAGACATTCGCTTCGCCATTGGGGAAGTTCTCAACGGCAAGCAGGCAGGCAAGGAGCAT 
TCACTGACCATCGATGCAGCGCGCATGCACCAAGGTCGACTCTTGGTGAAGTTCGCAGAG 
GTCCCAGATCGTACCGCTGCTGATTCTTTGCGTGGAACTCGATTCTTTGCGGCACCTCTT 
GAG GAT G AAG AC GAT GAG GAT G G C T T C T AC G AC CAT GAG T T G G AAG GTCTGCGCGT CAT T 
CACGAGGGCGAGGATATCGGTGAAGTCACCGGCGTGATGCATGGCCCAGCCGGTGAGATC 
CTGGAAGTCCGCCTGACCTCAGGCAAGGAAACACTGATTCCTTTTGTGCACGCCATTGTT 
CCTGAGGTGGATCTGGAAGAAGGAACCGCAACGATCACCCCTCCAGAGGGCTTGTTAGAT 
CTT 

>RXA02 522-downstream 



>RXA024 68-upstream 
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TAGGCTCCGACAGATTTAATAGT 



>RXA02 5 33 -upstream 

GTTTTGTGCAATCCAATGCTACTCCCACAGAGCGGGCTACTTTCTCTAAAAATGTTCTCA 
TAGTAGATAAAATTGTTCTTAAAGCGACATTATTGTCTGC 

>RXA02533 

ATGGAAGACGATCTCAGTGCTGCTCTCGTCAAAGCGCTTTTCGACGCGCGAACCCAACGC 
AGGCTCTCTATCTCGGCGTTAGCTGAATCCTCCGGTGTGTCGCGAGCAATGATTTCCCGC 
GTGGAAAACGCAGAGGCGCAACCAAGCGCTGCATTACTTGGACGCCTTTCCGGTGCATTG 
GGTATGACGCTTTCGGAGCTCATTGCACAGGCTGAAGGTGGCTATGACCGGGGCGCTCGG 
CGGTCAAAGCAGTCTGTATGGACAGATCCAGCTACCGGTTACACACGGCGTGCAGTGTCA 
CAGCCGTCAGAATCCCCACTAGAACTAGTGGAAGTAATGCTGCCTCCTGGGGCGGAAGTT 
GGCTACCCAGCTGATGCTTATCGTTTCATGGATCAGGTGGTCTGGGTACTCGAAGGGGCC 
GTTCGTATTACTGAAGGTGAAGAGGTCCACGAACTTTCAACGGGGGATTGTCTACGGTTT 
GGGCCTCCGCGAGATACCGACTTTGCTAATCCCACCACCGTAGCCACTAGGTATTTAGTT 
GCCTTGGACAAGCGTGTACCTCGTGCT 

> RXA 0 2 5 3 3 - do wn s t r e am 
TGATATAACAAGTAAGGAAGCCT 

>RXA02 6 15 -upstream 

CGGGTGCATTTTGACGTCGAAAAGCAATGAATTTAATGCTTTTAACCTGGATTTTCTCTA 
GAAATAGGACAAAACGCGATTCTATGACTATATTCATCTC 

>RXA02615 

ATGCAATTCGCACAAAACCCGCGTCTGACGAACGACGCGGTGATCTTAGAACCACTGTCA 
CATCAGTGGACTCAGGATCTCCAGGAAGCTGTCGCCTCACAAGAATTGTGGCGCCATTGG 
TTCGTCGCTCTACCCACCCCAGAGGGCATGGCGGAGGAAATTGACCGCCGCCTAGCCGAA 
CATGCAGACGGACTGTGTGCGCCTTGGGCAATCATTTCCGCTGCAACAGGCCGTGCCGTT 
GGCATGACCTCATTTCATACCCTTGACCACGCGAATAAACGGCTGGAAATTGGACGCACA 
TGGATGGCTGCCCATGTCCAAGGAACCGGCATCAACCCCTCGGTGAAATTCCTGCAGTTG 
CAGCGCGCTTTTGAAGACCTCGGTGTCAATGCCGTGGAATTCCGAACGAACTGGCACAAC 
CACCGCTCCCGCGCCGCAATCGAACGACTCGGAGCAAAACAAGACGGCGTACTACGCAAA 
CATCGCATCCACCCTGACGGCACCGTCCGCGACACCGTCATCTATTCCATCACCAACGAT 
GAATGGCCTGCCGTCAAACTGACGCTCATGGAGCGACTGTACCGTCACATGCAGGTTCCC 
ATCATTCCCAACGAGGCATCGCTTTTCGACGCCAGC 

>RXA02 6 15 -downstream 
TAGCCCCTTTGTTCACCCAAACC 



>RXA02 63 3 -upstream 

CCAAATCATGGTGATGCATACTTACCGAACCCAACTCGGGCACGATCTGGCATCCGCTGG 
AACCGACCTGAAGTTTCAATCCTGAGGGAATCGAGAGTAA 

>RXA02633 

ATGAAAAAGGATATCCACCCTGACTACCATGCGGTAGTCTTCCAGGACGCAGGTACTGGC 
TTCCAGTTCCTGACCAAGTCCACCGCTTCCAGCGACCGCACCGTGTCCTGGGAAGATGGT 
AACGAGTACCCACTGATCGTCGTTGACGTCACCAGCGAGTCTCACCCATTCTGGACCGGC 
GCTCAGCGTGTCATGGACACCGCTGGTCGTGTTGAGAAGTTCGAGCGTCGCTTCGGTGGC 
ATGGCTCGCCGCAAGAAGAAGGCA 

>RXA02 63 3 -downstream 
TAGGAGGGAAAACAATGGCAGTT 



>RXA02 63 5 -upstream 

AAATATTCGTTATCGCCCCGTCAGCTGGCATGCTCGCGCCCCGGTCACCCGGTGCGGCGC 
GTCTTCTAACTGAATGTGGGCGGCTAGGAGAAAGTAAGTT 
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>RXA02635 

ATGTCGGCACATTGCCAGGTAACGGGACGCAAGCCGAGTTTCGGCAAGTCTGTCTCACAC 
TCGCACCGACGCACTTCCCGCCGTTGGAACCCCAACGTGCAGCGTCGCAAGTTCTATGTC 
CCTTCCGAGGGACGCACCATCACTCTGACCGTTTCCACCAAGGGTCTGAAGGTCATTGAC 
CGCGACGGCATCGAAGCCGTTGTTGCTCAGATTCGCGCACGTGGGGAGAAGATC 

>RXA0263 5 -downstream 
TAAAGATGGCACGTAATGATATC 



>RXAO 2 6 3 6 -ups t ream 

TCACTCTGACCGTTTCCACCAAGGGTCTGAAGGTCATTGACCGCGACGGCATCGAAGCCG 
TTGTTGCTCAGATTCGCGCACGTGGGGAGAAGATCTAAAG 

>RXA02636 

ATGGCACGTAATGATATCCGCCCTATCATCAAGCTGAAGTCTACTGCTGGCACTGGTTAC 
ACCTATGTCACCCGTAAGAACAAGCGCAACAACCCGGACCGTATTTCCCTCATGAAGTAC 
GATCCAGTAGTCCGTAAGCACGTCGAATTCCGCGAGGAGCGA 

>RXA02 63 6 -downstream 



>RXA02 6 3 7-upstream 

CACCCGTAAGAACAAGCGCAACAACCCGGACCGTATTTCCCTCATGAAGTACGATCCAGT 
AGTCCGTAAGCACGTCGAATTCCGCGAGGAGCGATAATCA 



>RXA02637 

ATGGCTAAGAAGTCAAAGATCGCCAAGAACGAGAAGCGCAAGGAAATCGTCGCCCGCTAC 
GCGGAGCGTCGCGCTGAGCTCAAGGCAATTATCAGTAACCCAAACACCTCTGACGAGGAT 
CGTCTGGATGCACAGTTCGAACTGAACAGCCAGCCACGTGATGCTGCTGCTGTCCGCGTT 
CGTAACCGCGACTCACACGATGGTCGCCCACGCGGCTACCTCCGTAAGTTCGGTCTTTCC 
CGTGTCCGTATGCGCGAGATGGCTCACCGTGGTGAGCTGCCGGGCGTTCGTAAGTCCAGC 
TGG 

>RXA0 2 6 3 7 -downs t ream 
TAAGGGAGTTTTTACCAATGAAG 



>RXA02 6 57 -upstream 

TATGCGAGTACGCCGAAAATCATAGCTGTTACCTTATACCTAGGTTAGAAAAGCCGAGAT 
CAATGCGTTAATGAAATAGGAGTTTCACGGGTGTAAGGAG 

>RXA02657 

ATGGCTAGACTGTCCCACATGGCCAAGCAATCCTCATTTGTACATCTTCACAACCACACC 
GAGTTTTCCATGCTTGATGGAATGGCCAAGATCGATATGTTGGCCGATGAGGTTAAAGCC 
CAGGGAATGCCTGCGGTCGGAATCACCGACCACGGCAATATGTATGGCTCCAACCCCTTT 
TATCGCAAGATGACAGAGATGGGCATTAAGCCCATCATTGGCATTGAAACGTATATGGCA 
CCTGAGTCTCGTTTTAAGAAAGAGCGTGTGCGTTGGGGCGAACCACACCAAAAATCAGAT 
GATGTTTCTGGTTCCGGTGCGTATTTGCACCAGACGATGCTTGCAGAAAACACCACAGGT 
TTAAGAAACCTCTTTTATCTATCTTCGATGGCATCGTACGAAGGCCAGCTAGGCAAGTGG 
CCCCGCATGGACGCCGATATCATCGCTGAGCACGCCGAAGGCATCATCGCCACCACGGGT 
TGCCCTTCCGGCGATGTGCAAACACGCCTGCGCTTGGGCCAGTTCGACGAAGCCCTTGAA 
GCAGCCGCCATGTGGCAGGACATCTATGGTCGCGACAACTACTTCCTCGAGTTGATGGAC 
CACGGGCTCGACATTGAAACCCGTGTGCGCAGTGAGCTGCTCGAAATCGGACGCAAGCTC 
AATTTGCCACCCCTGGTCACCAACGACTGCCACTATGTGCTGGAATCTCAGGCGCAAGCC 
CACGAGGCAATGCTCTGCGTGCAAACAGGCAAGACGCTTCATGATGAAGACCGATTCAAA 
TTCGGCGGAACCGGCTATTACGTTAAATCTGCAGAACAAATGCGTGCACTCTGGGACGAC 
ATGGTTCCAGATGGCTGCGACAACACCCTGTGGATCGCTGAACGTGTGCAGTCCTATGAC 
GAAATCTGGGAAGAACACTCACACGACCGCATGCCTATCGCTGATGTTCCAGAAGGCTAC 



TAATCAATGGCTAAGAAGTCAAA 
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ACCCCAACCACTTGGTTGCACCATGAAGTGATGGCTGGCTTGGAGGATCGTTTCTCTGGA 
CAGCAAGTTCCTGAGGATTATATTGAGCGCGCGGAGTATGAGATCTCCGTTATTGATATG 
AAGGGCTACCCTTCCTACTTCCTCATCGTTGCTGAAATTATCAAGCACGCTCGTTCCATT 
GGCATCCGTGTAGGACCTGGCCGTGGTTCGGCTGCAGGTGCATTGGTTGCCTACGCGTTG 
ACCATCACCAACATTGACCCCATGGAACACGGATTGCTGTTCGAGAGATTCCTCAACCCA 
GAACGACCATCCGCACCCGATATCGATATTGACTTCGATGATCGCCGCCGCGGTGAAATG 
ATCCGTTACGCAGCTGACCGTTGGGGCGAGGACAAGATTGCTCAGGTGATCACCTTCGGT 
ACGGTGAAAACAAAGCAGGCACTGAAAGACTCCGCCCGTGTGCAAATGGGGCAGCCAGGC 
TATCAAATCGCTGACCGCGTGATCAAGGAGCTTCCACCTGCCATTATGGCGAAGGATATT 
CCGTTGTCCGGTATCACCGATCCGGATCACCCTCGTTTTAATGAAGCAGGTGCGGTGCGC 
CAGCTGATCGAAACCGACCCTGATGTGAAGCGCATTTACGACACCGCTCGTGGTTTGGAA 
GGCGTGGTGCGCCAATCTGGCGTGCACGCGTGTGCCGTGATTATGTCTTCTGTACCGCTG 
CTGGACTGCATTCCGATGTGGAAGCGGCCAGCCGACGGCGCACTGATTACAGGCTGGGAT 
TACCCAGCATGTGAGGCCATTGGCCTGTTGAAGATGGACTTCCTGGGACTTCGAAACCTT 
ACCGTTATTGGCGATGCGATTGAAAACATTAAGGCCAACCGCGATGGGGAAGTGCTTGAT 
CTAGAAAACCTAGCGATCGAGGATGAAGAAACCTACAAGCTGCTAGGCCGTGGAGAAACC 
CTTGGTGTGTTCCAGCTTGATGGTGGTGGCATGCAGGAGCTGCTGAAGCGTATGCAGCCA 
ACCGGCTTCAATGACATCGTCGCAGCGCTTGCGCTGTATCGCCCAGGCCCCATGGGTGTG 
AACGCGCACTGGGATTACGCCGACCGTAAAAACGGACGCAAGCCCATTACTCCAATTCAC 
CCAGAGTTGGAGGAAGCTCTGGAAGAAATCCTTGGTGAAACCTATGGTCTGATTGTGTAC 
CAGGAGCAGATCATGAGGATCTCCCAGAAGGTCGCAAACTACACCGCTGGTCAAGCAGAT 
J; 3 GGTTTCCGTAAAGCCATGGGTAAGAAGAAGCCCGAGGTCCTGGAAAAGGAGTTCGCAAAC 
TTCGAAGGTGGAATGAAGGCGAACGGCTATTCAGATGCCGCGATTAAGACTTTGTGGGAT 
gjf| ACCATTCTGCCGTTCGCCGGCTACGCGTTCAACAAGTCTCACGCCGCAGGTTATGGACTT 
}~ GTATCCTTCTGGACTGCCTATTTGAAGGCGCACTACGCGCCGGAATACATGGCAGCACTG 
CTGACTTCTGTGGGTGATAACAAGGACAAATCGGCGATCTACCTTTCTGATTGCCGACAC 
CTTGGAATTCGAGTGCTTTCGCCGGATATTAACGAGTCCTCGTTGAACTTCCTTCCTGTT 
"LJ GGCACCGATATTCGCTATGGCCTGGGAGCCATTAGAAACGTGGGTGCTGAAGTTGTGGAT 
W TCCATTTTGGATACCCGCAAGGAAAAGGGCCTATTTAAGGACTTCTCAGACTACTTGGAC 
^ AAGATCGATACCCTGCCGTGTAACAAGCGCATCACCGAGTCTTTGATCAAGGGTGGCGCT 
« TTTGACTCCCTTGGACACGCACGAAAAGGCCTCATGCTGGTCTTCGAAGATGCCGTTGAT 
LJ TCCGTCATCGCTACCAAAAAAGCTGCTGACAAGGGACAATTTGATCTCTTTGCAGCTTTC 
[ff GACTCGGATAACAACGACGATGTGGCAAGTTTCTTCCAGATCACCGTTCCTGATGACGAA 
TGGGACCGTAAGCATGAGCTCGCACTCGAGCGAGAAATGCTGGGTCTGTATGTTTCTGGA 
% CACCCACTCGATGGCTATGAAGATGCCATTGCTGCCCAGGTTGATACAGCACTGACCACC 
^ ATTGTTGCCGGTGAACTCAAGCACGGCGCAGAAGTGACCGTGGGTGGCATTATCTCTGGT 
;J GTGGATCGACGGTTCTCCAAGAAGGACGGTTCCCCTTGGGCGATTGTCACCATTGAAGAT 
=3 CACAACGGCGCGTCCGTTGAATTGTTGGTCTTCAACAAGGTGTATTCCATCGTTGGATCC 
ATGATTGTGGAAGACAACATCATCTTGGCCAAGGCACACATCTCCATTCGAGATGATCGT 
ATGAGCCTTTTCTGTGATGATCTCCGCGTTCCAGAGCTTGGGCCAGGAAACGGGCAAGGA 
CTTCCGCTTCGTTTGTCCATGCGTACTGATCAGTGCACCATGTCCAACATTGCCAAGCTC 
AAGCAGGTGCTGGTGGACAACAAGGGTGAATCTGATGTGTACCTCAATTTGATCGATGGG 
GATAACTCCACGGTCATGATTTTGGGTGATCACTTAAGAGTCAACCGATCCGCAAGTTTG 
ATGGGCGACCTCAAGGCAACGATGGGGCCAGGCATCCTCGGT 

>RXA02 657 -downstream 
TAATCACATCACACTGGGATTAC 



>RXA02 682 -upstream 

TCCCGATGCTGCTAGGTTCGTGTTAAGCAACCACAAGTTGCACCACCATTCTTCCATCCA 
GAGAATACGAATTCGTTTACCTCTAGAAAGGCACTTTCCC 

>RXA02682 

ATGTCTTACCACGATCACAGCGACATCGAATACCTCAAGAAGATCGGCGCCAACTCCCCT 
GACGCCTTCAAAGCTTTTGTCCATTTTGATGAGGCAGCTCTCCGCGGCCCGAACAAGAAA 
ATCCCACGCAACTACACCGAAATGATCGCACTTGCGGTCGCATTCACAACCCAATGCGCC 
TACTGCATCGACATCCACACTGCCGCTGCGAAGAAGGAAGGTGTCACCACCGAGGAGCTC 
GCTGAGGTTGCGCTCATCGCCGCAGCACTTCGGGCAGGCGGCGCCATGACGCACGGCGCA 
CTTGCCATGAAGCTTTACGACGAAAAC 
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>RXA0 2 6 8 2 - downs t r earn 
TAGAAGCGATTC TGC AC ATTTTT 



>RXA027 52-upstream 

CCGGAGGAGTCACGCGCAGGTTAAACAAGAAGGGCTGAACCGGCTCACCAGCACACGGTG 
AGTGACTGTACTGCCCAGTGACCTAGTGAGGAAAATTCAC 

>RXA02752 

ATGGCTGTAAAGATTAAGCTCCAGCGCCTCGGCAAGATCCGTACCCCGCACTACCGCGTT 
GTCATCGCTGATGCACGCACCAAGCGCGACGGCAAGGTTATCGAGAACATCGGTATCTAC 
GAGCCAAAGGCTGAGCCTTCCGTAATCAAGATCAACTCCGAGCGTGCGCAGCACTGGCTC 
TCCGTTGGCGCTCAGCCAACCGAGGCTGTTGCAGCGCTGCTCAAGGTGACCGGCGACTGG 
CAGAAGTTCAAGGGCATCGAGGGCGCAGAAGGCACCCTCCGTGTTGCAGAGCCTAAGCCA 
TCCAAGCTTGAGCTGTTCAACCAGGCTCTTTCTGAGGCTAACAACGGCCCAACCGCTGAA 
GCCATCACTGAAAAGAAGAAGAAGGCTCGCGAGGACAAGGAAGCTAAGGAAGCAGCTGAG 
AAGGCTGCTGCTGAAAAGGCTGCCGCTGCAGAGTCCGAAGAGGCTCCAGCTGAGGAAGCT 
GCTGCAGAAGAGGCA 

>RXAO 2 7 5 2 -downs tr earn 
TAAGCCACTTTTGTTTGTACTTC 



>RXA0 2 7 5 5 -ups t r earn 

ATCGTCCCCAAGCGCCTTTATCAAAGCAATCGAACCAGACCGTAAATCGGTGTTTCGCCT 
GGCTTAGTCTTTCGACTCCGATCTGGTTAGACTTGGCACA 

>RXA02755 

ATGTCTGCGCCTGAATCACCCACAAATACCACCCCAGATCCGCTCAATGCTTCCACGGAA 
GAGTTGCTTACTGCTGCCGTTGAAGCGTTGGGCGGTGCCCGTCGTGCTGGACAGGAAGCA 
ATGGCTAAGGCTGTGACCAAGGCTTTTGATACAGAGCGTCACTTGGCGGTGCAGGCGGGT 
ACGGGTACGGGTAAGTCTTTGGCTTATCTTGTTCCGTCGATTCGTCATGCGCAGAAGTCT 
GATTCCACGGTCATTGTGTCTACTGCGACGATCGCGTTGCAGCGCCAGTTGGTCAATAGG 
GATCTCCCCCGCTTGGTGGATGCGTTGGAACCCTTGATGGAACGTCGCCCGACTTTTGCG 
ATTATGAAGGGCCGTTCCAATTATTTGTGCATGAATAAGGTTGCCCGCCAGGAAGAGCTG 
AATCAGGAAGATGCCCTGATTGAGCAGGAGGATATCTCGTGGTTAGGTAAGCACATTGTG 
CGCCTTAATGAGTGGGCCAATGAGACTGAGACTGGCGATCGTGATGATTTGGATCCGGGT 
GTTCCTGATCTTGCGTGGAAGCAGGTAAGTGTTACTGCCCGTGAGTGCATTGGCGCGTCA 
AGGTGCCCGCATGGCGAGGATTGTTTCGCTGAGATTGCCCGCGGGAAGGCAAAGGAGGCT 
GATGTGGTGGTCACCAACCATGCGTTACTTGCTATTGATGCGTTGTCGGATGTTTCTGTG 
CTTCCTGAACATGATGTGGTGGTCATCGATGAGGCCCATGAGCTAGATGGTCGCATCACT 
GCTGTGGCGTCGGCTGAGATCACGGTGAATTCGCTCAATTTAGCTGCTCGCCGTGCGTCC 
AAGTTGGATTCCGATAAGCGGGAAGAACGCGTCCAGGAAATCGCTGGCGATTTGGAAACC 
TTGTTGCAAACCATGCAGCCGGGCCGGTGGAATGACATGGATGAGGGTTCCAAAGGCACA 
CTGGTGGCATTGAAGGACGCGTTGTGGGCATTGCGTGCTCAGATCGCGGGAGCACCTGAG 
GGTGAGGCTGCGAATGATCCGGAGCGTTTCGCCGAGCGACAGAATTTAAGCAATCACTTG 
ATGGAAATCCATGATGCCAACGTGCGCATTTTGGAGGTCTTCGCGGAGGAGGATCCCTCC 
AAGCAGTACGACGTGGTGTGGCATAACCACGATGATCGTCGCGGGGATTCCCTCAATGTG 
GCGCCGCTGTCGGTTGCAGGGCTGTTGCATGAGAAACTGTTCGCGGAAAACACCGTGGTT 
TTGGCCAGTGCGACGCTGACCATTGGTGGCAATTTCAACGCAATGGCTGCCAGCTGGGGT 
TTGCCGAAAGGGTCGTGGGATTCCATGGATGCCGGCACGCCGTTTGATCCAGCGAAGTCG 
GGTATTTTGTACACCGCTCGACACCTTCCGGACCCTGGCCGCGATGGGTTGCCGGAGGAA 
ACGCTTGATGAAATCTACGAGTTGATCACTGCGGCGGGTGGCCGAACTTTGGGGCTCTTT 
TCGTCGAAACGCGCTGCGGAACAAGCCACCAAGGCGATGCGTCTGCGCCTGCCTTTTGAT 
GTGCTCTGCCAGGGAGATGACAATACTGCCGCGCTGGTGAAGAAGTTTTCCGACAGCGAA 
AACACGTGCCTTTTTGGCACTCTCACGCTGTGGCAGGGCGTCGACGTCCCCGGCCGTTCG 
CTGTCGTTGGTGTTGATTGACCGCATCCCGTTCCCCCGCCCCGACGACCCGCTGCTGCAG 
GCCCGCAAGGAGGCCGCCGATGCCGAAGGCCGCAACGGTTTCATGGAGGTCGCAGCCACC 
CACGCGGCGTTGTTGATGGCGCAGGGCGCGGGCCGGTTGTTGCGGCACGTCGGCGACCGC 
GGCGTGGTAGCAGTGCTAGACCACCGCTTATCGACGAAACGTTACGGCGGTTTCCTGCGC 
TTCTCCATGCCCAGATTTTGGGAAACCACCAACCCAGAGACCGTACGCGCGGCACTCAAA 
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CGATTGGTGACTAAG 

>RXAO 2 7 5 5 - downs t r earn 
TAAAACTAACTGCTACTGACGCT 



>RXA02 7 64 -upstream 

CTTGCAGGAGTTCTCTGAGAACAACGATCCGAATGTTATTTCGAACCTAAACAGGGTGGA 
ATCGACACTCGTGTCGTATGTTTCTGACAAGATTTGAGGT 

>RXA02764 

ATGTCGGAATACAAACCACCCATTCCATCGGATCCACAAGTTCGGCTGATTAAGCCAACA 
TCCAAGCTTCGTCCTCGTTCGTGGGAGGGCGAAGTTTCGCATTTAGTTAAACAAGGCACC 
GGTTTGTGGCGGGTGACTGGTGAGGCGGGCTCGGGGGTGAGCTCCGCTGTTGTCGATACT 
GTCCTTGAACGCATTCGCCAAGGGTGGGAGCCGTCATCGATGTTGGTTGTCGCCACGTCG 
AAAGAGGCGGCGAGTCGCTTGAGGCAAGAGATCTCGGAATCCGTAGCCCAGATGGATTAT 
GTGTCGGAGGGGCCGTTGGTGCGATCGGTGCACTCGGTGGCTTTCGCGCTGATTCGTGAT 
GCGTCGGATGATGATGTGCGGTTGATTACGGGCGCTGAGCAAGATGCGGTGATTCGGGAG 
TTGCTGCGTGGTCATGCTGATGATGGTCGTGGGGGGTGGCCGCAGGAGCAGCGTGAGGGT 
TTGCGGATGGTGGGGTTCGCTAGGCAGTTGCGTGACTTTTTGCTTCGTGCGGTGGAGCGT 
GGTGTGGGCCCTGATGAGTTGGTGGAATTGGGGGAGCGATTTGAGCGCGCCAATTGGGTT 
GCTGCGGGTGAGTTCCTTCGTGAGTACAAGCAGGTGATGAAGCTGTCGGGGGCGCATAGT 
TTTTCTGCGTCTGAGTTGGTGACTGAAGCGCTGCGTGGTCCTGAGCCGTCGGTGAAGTAT 
CGCGGTGTGTTTATTGATGATGCGCAGCATTTGGATCCGAAGTCGGCGGAACTTGTGTCG 
CGGTTTTTCCCTGAGGCGGAGTTGGCTGTGGTGGCGGGTGATCCGCAGCAGTCGGTGTTT 
AGGTTCCGTGGTGCGAATCCGGATTTTCTCACCAAGTTGAGTGTGGATCACGAGGTGGTG 
TTGAAGGGGAGGAGGAAAGCGTCGACAAGCATTGTCGTGGCAGAGACCGAGTCGGCGCAT 
GCGGACCTGCTTGCTGACACGGTGCGGCGCGCGCATCTCATTGATGGGCGCAGCTGGTCG 
GAGATCGCTGTTATCGTGCGCTCGGCCGGCATGATTGCGCCGATTTGGCGCACCCTGCTG 
GCCGCCGGCGTGCCCGTGCACATCAGCCCGACTGATGTGGTGCTCGCCGAACAACGTATC 
GTTGCCGCAATGATTCTCGGGCTGCGCGCGCTGACGGAATCGCTCAACGCCATCGAGTTG 
GAGGATCTTCTCCTAGGACCGATCGGTGGCGCCGATCCGGTGACTCTGCGTCGTTTGCTG 
CGCGGGTTGCGGCAGGCGGAGATGAAGATGGGTGGGCAGAGGCGAGCGATCGAGGTGCTC 
AGAAGCCTGCTCGCAGAGTCGGATGCGGAGATGTTGGGCTTTTTGACCGATCGTGAGCTG 
AATTTGCTCGAGCGGGTGCGATCTGTGTTGGAAGCGGGTCGTGAAGCGCTCGCGGAACAC 
GGCAGTATCGAAGAGGTGTTGTGGGCGCTGTGGTCGGCGACCGATCTGTCGAACTCGTTG 
TCCGCGATCAGCCTTCGAGGCGGCGCATCGGGGTCCCAGGCCGATCGCGATTTGGATGCG 
ATGATGGCGCTTTTCGACGCCGCCGGCGACTACGTGGAGCGCTACCCGTCAGCGGGCGTG 
CGGAGTTTCATTCTGCATATTTCTGAGCAGGAACTTCCGACCGGCATGCGTGAGCGACGC 
GGCGCGATCCCGGAGGCCGTCGAGGTGCTGACGGCGCACGCGACGACGGGTCGTGAGTGG 
AAGCGCGTGATCGTTGCTGAGGTGCAGGAGGGCAGTTGGCCGTCGCTCGGTGAAACTGGC 
ACGCTGCTTGGTCAGGAAGAGTTCGTCGATTTGGTGGATGAGGGTATTGATCCCGATATC 
ATCATTTCCCGATCCGCCGAACGACTGGCGGAGGAACGCCGACTGTTCTACCTCGCCACC 
ACCAGATCCACCGAATCGCTCCTGGTTACCGCTGTGAATTCCCCCGACTCCGACGAAGTC 
CGCGAACCCTCCCGGTTTTTGGAATTGCTGAGTCAACCGATCGTTGTTCTCGAGGGGGAG 
GAAGCTTCGGCGATCGCGGAACCGGAGGAGATTGGGCATCGGTTGTTGTCGATTCCTGCG 
ATGGTTGCTGAGTTGCGTCGTGTGGTGAATGATCCGCGGGATCCGCGTCGGAAGCAGGCT 
GCGAGGCAGTTGTCGAGGCTTGCGGAGGCGGGGATTCCGGGTGCGAATCCTGCCGAGTGG 
ACGAATCTGCGCACTCCGTCGACTGATGAGGAGTTGATCAAGGGGGCGGTGTCGTTGTCG 
CCGTCGCGGATTGAGCAGTTGTTGAATTGTCCGCTGCGCGCTGTGTTGGATCGTTTGGAC 
AGTGAGGAGGAAACGCCGATCGCGATGCTCAAGGGCACCTTGGTGCACGCGTTTGCGGAG 
GCGGTCGCCGGTGGCGTCGATGCGGCGCTCGCCGAAGAGAAGGTGACCAGCGCCTACATG 
CAGCTGGCGAACGTGCCGAGCTGGTCGCGCGAAAGCACCGAAATTGCTTTTCGACGCATC 
CTCTCACGTACCGATACCTGGCTGAAGACTTCTCGCGCCGATTTTACGGAAGTGGGAACG 
GAGATGGACGTATCGGTGACCATCGATGACTCCGTATCGATCCGTGGTCGCATGGACCGT 
TTGGAGCGAAACAAATCCGGCGAGTTGGTGGTTGTTGATTTCAAAACGGGCAAAACTCAA 
ATCGCTGCAAAAGACATGGGCGATCACCCACAGTTGTTTGCGTATCAATTGGCGTTGTCG 
AAAGGCGTGCTGCATGGTGACAAA 



>RXA02785 
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CCCGTGAGCTACCCACTTGTGGAAGATATTGAGGTGGTTTTAGATACCATCGCCACAGCT 
CAACATGAGGACGATTATGCACAGCTCTGCTTCCGCGTTTTTTGTGAGAAAGTGTGGCTG 
TGTGAGGCTGATCTGCACGCAGCGATCAGTGCTTATGCGGCTCATGATTTAACTGCTGCG 
ATTTTGCAGCATGCTGCTGATTCCACCCCGCTTAGCAGGCGTGATCAAGATGAGGTCACT 
GCCCTTCCGGAGCTGGTATTGGGGGCTACCGCCCGCATCTTAGGTGAGGTTAAAGCTGCG 
GAATTTATCAGCCATGCACTGGCTGCCATGGCATTTGTGCGCGCGGAATACGGCAAAGTT 
GCCGCCTGGGGTGCCAAGCGCCTACCTGGCGTCGAAACGCATCTTTGGGTGCGCGAGGTC 
TCCCGCATTGACCGCGCCCTGGGGGTTGGGGATGAACAATCCATGTTTCGCTGGTCCGAT 
GATGGCCCGGCAGAAGATGCCAATACCCAACAATGGTTGCCGGCGTGTTATTGCCGCAGT 
TGTGGCCGTTCCGGCTGGATGGTCAGCCTGGAACAAGGCACCAATATCCCGGTGTTGGAA 
GAACAAAAAATTCGCCTCAACTCCTTTGAACAACCCCATAAACAAAGAGCGCTTCTCGAC 
GCCACCTCTGAGCAGCGCGCAGCCATTGAGCAGGGGCGCAGCGTTGCTGGGCCGCGAGGA 
GTTGATGGCACCTCAGCAGTGCTGTGGTTCCATAGCGCCAGCAATGAACTCAGCACGCGC 
CAACCCAGCCCAGAAGAAGAACAATCAGGTTCTTCTATCGCAGTGCTCACCCACTTTGGC 
CCTGAGGCAGACGATCTCTCCGCCAAACAGACCTGCCCTTCCTGTGGTGATGTTGATTCC 
ATCCGTTATATCGGATCGGGAATCTCTACCCTGCTCTCTGTCTCACTCTCCAATCTTTTT 
GGTATGGCCGATTTGGATAGCGCTGAGAAAAAGACGCTGGTCTTTGCCGATTCCGTGCAA 
GATGCCGCGCACCGCGCCGGGTACGTCCAAGCACGTTCCCGCGCTTTTGCCCTTCGTACC 
TATACCCGGCGCGCAGTGGGTGATAATGAAGTCACCTTGCCATCAATCTCCCGGGCGCTG 
ATGGATAACGCCACCTCTGGGCGCACCCGTTATGAGCTCCTACCCCCTGACCTGACCGAT 
CTTGATATTTACAAACCTTATTGGCACCCCGATGCCAGCAAGGCTGAGCGCCGTGAGGCC 
TCCCGCAATGTGCATAAACGTTTAAGTTTTGATCTCGCCCTCGAGTTTGGACAACGCGCT 
GATCTACCCCGTTCCCTTGCGCTGACCGGCGCTTTGAGTGCTTTTGTGGATTTGCCCAAA 
GGTGTTGCATTGTCCGCGGCTGCCGAAGCACTTTATGCCATCGAAGTTCCCACCTTAGAT 
ATTGAGGATGAGAACCTGCGACTGCGCTGGGTGCAAGGTGCCCTGGAACTTTTGCGCGCC 
CGCGGGGGCATCAACCATGAGTGGTTTGGCGCCTACCTGCGCACCGATGGCAACCCCTAT 
ATGCTTAACCGCCGCCAAGCCCGCGCTGAGGGCATTCCCGGTTTTGTCCGCGGTGGTGCA 
CCTGAATTCCCACGTGTAGGTTCCGCACTTTCCGGATCCCTGCGTTCCAGCACCGGCACC 
ACCCCGCTTGGTAGCCCGCGCGGACGTTATGCGTCCTGGACCTCGCAGGTGCTTGGCATC 
AGCACCCACGATGCCGCCACCGCCATCACAAAGCTTTTCGACGCTTTAAGCAACCGCAGC 
ATTCTCTCCTCAATATCTACCGACAGCGGCGGAAAAATCTACTGCCTCGAGGCCGAACGC 
ATCCGTATTTTTAGCGAAGACCATCCCGAAGTTCTGGAATGCAGCGTGTGCCATGCCCAA 
ACTGGTGTAACTGATCATGTGCGTGACTTCCTTGATGGCGCTCCGTGTTTTAGCCCTAGT 
TGTGGGGGCGTTCTCCATATCGAGGAAGTAGAAGACAACTACTACCGCAGGCTTTATTCC 
GCAATTGAACCGCGCACTGTCATTGCCCGCGAGCACACCAGCATGCTCAAGAAAAAAGAC 
CGCCTCGCACTCGAACAATCCTTTAGAGGTGGAGAAGGCTCGGCCAAACAATCCCCCGAT 
GCGCCCAATGTGTTGGTAGCTACGCCAACGCTGGAAATGGGTATTGACATCGGCGATCTC 
TCCACCGTGATGCTTGCGTCTTTGCCAACATCAGTGGCCAGTTATGTACAGCGTGTTGGT 
CGTGCCGGGCGCCTCAGCGGAAACTCGTTGGTACTCGCCGTGGTGCGTGGCCGCGGTGTC 
ACATTGCCTCGTCTTAACCAACCGCTCTCCATGATCAAGGGAGCTATTACCCCACCAGTT 
GCGTATCTTTCCGCCAGTGAAATCTTGCACCGCCAATTCTTGGCATATGTGATCGACTGC 
TTAGATACTCGCGCCGAACTGCCAAAACTCGAAACAGCAATTGATGTTTTTGATAATGCC 
GCCGGAAAAACACCTTTGGTTGCATTACTCAAAGCGCAGATTCACGCAGGCCTAGATCCT 
TTGCTGGAGGAATTTGTACGCACCCTCAACATGCAAATCAGCATTGATAATATTTTCGAA 
CTGCGCACTTGGGCATCTGGAAATAGCACAGACTCCCTCCTCGCGCTGCTGGAAACCTCC 
CAAAAAGAGTGGATGGAAGAACGCCGCAGCCTTACCGCGCGGCGGGGAGAACTCGAAAAA 
ATCTTTGACAAACTAGATGCGCGCAATGATGCACATGATGAAGAGCTAAAGGAAGAAAAA 
CGTAAAACCGCAGCTTCCCTTAAAGCCGTCAAACTTCAAATCCGTGATCTACTTGGTGAA 
TTCTGGATCGCTGCTTTGGAGCGTTATGGTCTCCTGCCCAACTTCACCCTGGTTGATGAT 
TCCGTAGAACTTAATGTGGCGGTTACTTCGTTCAACCCCCAGGAAGTGGAATTTGATACC 
AAGAATCATGCCTACTCGCGTGGGATCTCTGCAGCGCTTTTTGAGCTCGCTCCCGGTGCG 
ACCTTTTATGCCCAAGGAATTGCTGCCAAAGTTGATTCCATTGAGATTGGTGAACATGGC 
TCTGCCATTGAGCAATGGCGGTTGTGCCCCGTGTGCTCGCACTCCGAAATCCTCCAGCCG 
GGTGTCTCTACACCGGGATCGTGTCCTACCTGTGGCTCCCCCGCCTTTGCCGATAAGGGA 
CAAATCCTAGAGGTAGTGCAAATGCGTAAGGTTTCCTCCGCAGTGGAGAAAACTCGCGCT 
GCCATTAGCGATGACCGTGAAGATCGCTTTAGCACCCGCTTTAACCAGCACGTCAGCTTT 
GTCGTTCCACCAGATGGCCATGGAAAATCCTGGTATTTGAATGATGGTTTTGGCATTGAG 
CATCTGCCCAAGGTGGAATTACGCTGGCTGAACTTAGGAATTGGCAATGGCCAAAAGCGT 
CGGCTCGGTGGCTTTGAAGTCACCAGCCCACTATTTAATGTGTGCCGCCACTGTGGACAT 
TTAGATTCCGAGGCAGGAGCTAACTCACGCTGGGATCACCGACCCTGGTGCCCACACCGT 
TATGAGCAAAAAGAAGATACCGTATCTTTCGCTTTGGGTCGTACTCTTAAAACCCAAGGC 
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GTGCTCATGCTGCTGCCCGAATATTTTGGCAGTGAAGCCGATTCTATGGTGGTAACCAGC 
CTCATTGCTGCTATCAAATTAGGATTTCGTGAGGTGTTGGGTGGCGATCCTGACCACCTG 
GATGTCACCAGTGTGCAGGTCCCCCGTACTTCTGGCGATGGTGCACTTGATGCCCTTTTG 
CTGCACGATCAGGTT 



>RXA02819 

AAGCTGCAAATCGGTGATGTCATTGCCATGCCTGGTAGAAAACGACCAGTTCTCGCAGTA 
GTGATGACGCCTGCTAATCAGAGCAGAGATCCCCGCCCATGGGTGACCACCGAATCTGGT 
TGGTCAGGTCGTGTGGATGCGGAATCCTTTACTAATCCGCCGATCACCATTGGGCATATG 
CGTCTGCCTCGCCAAGCTATTGAAGAGCCTCGCCGCAATGCCCGGCGCGTCCAGGAACTG 
TTTAGGCGTGAGCACTTCAAGCGACCCAACAAGATGCGGGAGTTTGCTCGGGTTCGTCCC 
AATGAGGCAGTGACCAAACTGCGTAATGCTATTCGGGATCATGAGGCGCATCATTGGCCT 
GATCGGGAGCACTTGGCTCGCACCGCGGAGCGTATGATCCGTAAAGAACGTGATCTGGCT 
AAGTTGACCGGCAATGTGGATAAAGCCAGGGAAACCCTCGGTAGGACGTTTGAGCGCATT 
TTGTCGCTGCTCAGTGAAATGGACTATGTGGATTACTCTAATCCAGATAATCCAGTGATC 
ACTGATGAAGGTGAGCGTTTGGCGAAAATCCACAGTGAGGCAGACCTGTTGGTTGCTCAG 
TGCCTCAAGCGT 



>RXA0 2 82 6-upstream 

□ CCGGACGGTTTCTAGTGGGGTTTCATCGTCCCAGTTGTGGCCGGTAACAAGGAAGCAGGT 
12 TTAACG 

j'* >RXA02 82 6 

ATGGCTCCTAAGAAGAAGAAGAAGGTCACTGGCCTCATCAAGCTCCAGATCCAGGCAGGA 
J!* CAGGCAAACCCTGCTCCTCCAGTTGGCCCAGAACTTGGTGCTCACGGCGTCAACATCATG 

GAATTCTGCAAGGCTTACAACGCTGCGACTGAAAACCAGCGCGGGAACGTTGTTCCTGTT 
j'-f GAGATCACCGTTTACGAAGACCGTTCATTCGACTTCAAGCTGAAGACTCCTCCAGCTGCA 
!=U AAGCTTCTTCTGAAAGCTGCTGGCCTGCAGAAGGGCTCCGGCGTTCCTCACACCCAGAAG 
a GTCGGCAAGGTTTCCATGGCTCAGGTTCGTGAGATCCCTGCGACCAAGAACGAAGACCTG 
p ACGCTCGCGATATCGACGCTGCTGCGAAGATCATCGCTG 

in 

|»!| >RXA02 83 3 

J : 1 ACCCGTGTGTTGTCGCTGCGCATGGGCCGATCATTCAGCTTGGCTGTCAGTGTGGAGCCT 
GAGCAGGAAATTCCAAAACCCCAGCTCAAGCAGGAGTTTAAATATCAGCCTGACGCACTT 
j|f GTGTTTTCTTCCAACAAGGCGCCAAAGCAGTATGAAGTTGGTGGTCGGGGAGAGGCGTCG 
!i«f' ACAAGCGACGGTTGGGAAGGTACCCACTCTGCACCGGCTCCCGAGCCGCACCCGGCACCT 
ATCGCCGATCGTGAGCCAGAGCTGGCCACCCCGCAGCGCATTCCGCGCGAAACCCCAGCT 
CACAACCCTAATCGGGAAGTGTCCCTCAACCCGAAATACACTTTTGAAAGCTTCGTGATC 
GGGCCGTTCAACCGTTTCGCCAATGCAGCCGCAGTTGCTGTGGCGGAAAGCCCAGCGAAA 
GCTTTCAACCCGCTGTTTATTTCCGGCGGTTCCGGCTTGGGCAAAACTCACCTGCTGCAC 
GCAGTAGGAAATTATGCTCAAGAATTGCAGCCTGGCCCGCGGATTAAGTACGTCTCAAGT 
GAGGAATATCACCAACGACTACATCAACTCCGTGCGAGA 

>RXA0 2 83 3 -downstream 
TGACCGCCAGGAAACCTTCAAGC 



>RXA02 883 -upstream 

TGCCATCGTGGTGTGGTTCCCCATGGTGGCCTTGCGTAAACGCACATAAACGGGGTTGGC 
GGATGGAGGATTTCCCCAAGCACCCACTAGTGTGACAAGC 

>RXA02883 

ATGAGTTTTCACATCACATCCGTCAATGTCAACGGCATTAGGGCAGCGGTCAAACAGCGA 
AGCGAAACAAACCTAGGTTTCCTTCCGTGGCTTGAAGAAACTCGCCCGGACGTTGTCCTC 
CTCCAAGAAGTCCGCGCAAGCGAAAAAGACACCGCCACCGCACTGCAACCCGCCTTAGAT 
AACGGATGGCACTACATTGGTGCCCCAGCAGCTGCCAAGGGACGTGCCGGTGTCGGCATT 
TTGTCTAGGCATGAACTTGAAGATGTGAACATCGGTTTTGGATCTTTCCTTGACTCCGGC 
CGCTACATTGAAGCAACCATCAAAGACACCACCCTGGATGTGCCAGTAACCGTGGCATCT 
CTTTACCTCCCCTCAGGTTCAGCGGGCACCGACAAGCAGGATGAAAAGTACCGCTTCCTC 
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GATGAATTCGAAGGGTTCCTGGACCAGCGCGCTAAAGAACGCTCCCACATGGTCATCGGT 
GGCGACTGGAACATCTGCCACCGCCGCGAAGACCTGAAAAACTGGAAAACCAACCAAAAG 
AAATCCGGTTTCCTTCCCGACGAACGCGCATTCATGGATTCAGTCTTTGGCACCTTCCCA 
GATGAGGCAACCCAGGTTGCAGGGGCCGGCGACTTCTTCGGTGCCGTGGACTATGAAGGA 
ACGAGGCGTCGAGAAGCAACTACGGACCCTGCGTGGTTCGACGTTGCACGTCGCCTGCAA 
CCTGAAGGCGACGGCCCCTACACTTGGTGGACCTACCGCGGAAAAGCCTTCGACACCGGC 
GCCGGATGGCGCATCGACTACCAAGCAGCAACCGCAGCGATGCTCGAACGCGCAGAACGC 
TCCTGGGTAGACAAAGCCGCTGCATACGATTTGCGCTGGTCAGATCACTCACCACTGAAC 
GTGATCTACTCC 

>RXA 0 2 8 8 3 - downs t r earn 
TAAAATGCTGCTGACAATTCTAT 

>RXN00 061-upstream 

TGAAAGCAATATTAGACCATCAATGATTAGGAATGGAAATTAGGGGTCTGGTTTGGGTGA 
ATGTGTCGCTAATTTTTCCACTCGCCTACACTCGGGAGGC 

>RXN00061 

GTGACTGAGAAGACTGACCAGACCTTAATGCTTATCGACGGCCACTCGATGGCTTTCCGC 
GCATTCTTTGCTTTGCCGGCTGAGAATTTCTCCACGTCGGGCGGGCAGGCCACCAATGCT 
GTCTATGGCTTTCTCTCGATGCTGTCCACGTTGTTGAAGGATGAGCAGCCTACTCATGTG 
GCGGTGGCTTTCGATGTGGGGCGTAAGACGTTCCGTACCGATATGTTCCCGGCGTATAAG 
GCGCAGCGTGAAGCAACGCCACCTGAGTTTAAGGGCCAGGTGGAAATCCTCAAGGAGGTG 
TTGTCCACTTTGGGAATTACGACTATTGAGAAAATCGATTTTGAGGCTGATGATGTGATC 
GCCACGTTGTCTGTGGCGGCGAAACCTTTAGGCTTTAAGACGCTGATTGTTACGGGTGAC 
CGTGATTCCTTCCAGTTGGTCAATGACACCACCACGGTGTTGTATCCGATGAAGGGCGTG 
TCTGTGCTGCACCGTTTCACGCCGGAAGCAGTGGAGGAGAAGTATGGACTGACACCGAGG 
CAGTATCCGGAGTTTGCAGCGCTGCGTGGTGATCCTTCCGATAACTTGCCTAATATTCCT 
GGCGTGGGCGAGAAGACTGCTACCAAGTGGATTGCCCAGTATGAAACTTTGGATAATTTG 
CTTGATCACGCTGATGAGATCAAGGGCAAGGTTGGCGCCAGCCTGCGTGAGCGCATTGAG 
CAGGTCCGGATGAACCGCAAGCTCACGGAGATGGTGAAGGATCTGGAGCTGCCGCTTGGT 
CCGGACGATTTTGAGATGAAGCCTGTGCAGGTTGCGGAGGTTGCGGCGAAGTTTGACGAT 
CTGGAGTTTGGTACCAATTTGCGTGAGCGGGTGCTGGCGGTGGTGAAGGCCGAGGGTTCC 
GCTGCCCCCGTGGAGGAAGTGGAAGCGGAACAGGTTGTCGTCGATACGCAATCTTTGGCG 
CAATGGCTGCCTGCTAGGGCTGGCCAGGCGCTTGCTTTAGCGCTGGCTGGAGTGGCTAAA 
CCTGCTGCTGGCGACACGTATGCGCTAGCGATTGCGGATACCAAGCGCCATGCGGTGTTG 
GTTGATGTGGCTGATATTTCAGCGGAGGATGAAAAGGCGCTGGCCACGTGGTTGGCGTCG 
GAAGATCCAAAGATGCTGCACGGCGCTAAGGCCGCCTATCATATGCTCGCTGGGCGCGGT 
TTTGAGCTGCACGGCGTGGTGCATGACACGGCGATCGCGGCATACTTGCTGCGTCCGGGC 
CAACGCACCTATGAGCTTGCCGACGTCTACCAGCGGCATCTTCAACGACAGTTGTCTACA 
AACGACAATGGCGGCCAGCTCACGCTGCTCGACGCAGCTGATGACCAATCGCTTGTTGAT 
GATGTCATTGCAATCCTTGAGCTGTCTGAAGAATTGACCAAACAGCTTCAGGAGATTCAA 
GCTTTTGAGCTTTACCATGACCTGGAAATTCCGCTGTCGGGAATTCTGGCGCGCATGGAG 
GCCATCGGTATCGCTGTTGATGTTGCCACTTTGGAAGAGCAGTTGAAGACTTTCATTGGT 
CAGGTTGCTCAGGAAGAGGAAGCAGCTCGCGAGCTCGCTGAGGATCCAACCCTGAATCTC 
TCGAGCCCGAAGCAGCTGCAAGTGGTGCTTTTTGAGACGTTCGGAATGCCGAAAACCAAG 
AAAACCAAGACCGGCTACTCTACGGCTGCCGCGGAAATTGAAGCCCTAGCGATCAAGAAT 
CCGCACCCATTCCTAGATCACCTGTTGGCACACCGTCAGTACCAAAAGATGAAGACCACT 
CTGGAAGGTCTCATCCGTGAGGTGGCTCCTGATGGCCGTATTCACACCACCTTCAACCAG 
ACGGTGGCGTCTACGGGACGTTTGTCATCCACTGATCCCAACCTGCAAAACATTCCTGTG 
CGCACTGAGGCTGGCCGAAAGATTCGTTCGGGATTCGTCGTAGGCGAGGGGTATGAAACC 
TTGCTGACTGCCGACTATTCGCAGATTGAAATGCGCGTGATGGCTCACCTTTCCCAGGAC 
CCAGGCTTGATTGAGGCGTACCGCGAAGGCGAAGACCTGCACAATTACGTGGGTTCCAAG 
GTGTTTAATGTGCCCATCGATGGCGTGACCCCTGAGCTGCGTCGCCAGGTCAAGGCCATG 
TCTTACGGTCTGGTGTACGGCTTGTCCGCGTTTGGTTTGTCTCAGCAGCTGAGCATTCCT 
GCTGGCGAAGCGAAGCAGATCATGGAGTCCTACTTCGAGCGCTTCGGCGGAGTACAGCGC 
TACCTCCGGGAGATCGTGGAGGAGGCTCGAAAAGCTGGCTACACGGAAACGCTCTTTGGG 
CGTCGTCGCTACCTGCCGGAACTGACCTCGGATAACCGTGTCGCTCGTGAAAACGCTGAA 
CGTGCCGCACTGAACGCCCCGATTCAGGGAACTGCCGCAGACATCATCAAGGTGGCCATG 
ATCCGGGTGGACCGTTCACTCAAGGAAGCTGCCGTGAAATCTCGCGTGCTGCTTCAGGTG 
CATGATGAATTGGTCGTGGAAGTAGCGGCCGGTGAGTTGGAACAAGTCCGTGAGATTCTG 
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GAACGCGAAATGGATAACGCCATCAAGCTGTCCGTTCCTTTGGAAGTTTCAGCTGGTGAT 
GGCGTTAACTGGGATGCTGCAGCGCAC 

>RXN00061 -downstream 
TAAGAGGTAACTGCCTTTTCGTC 

>RXNO0 066 -upstream 

TCTTCTGGATCTGAAACGTTAAGACGGTAGGCTCAATTCCGTGGCTTTGTATAGCAAGTA 
TCGACCGGCAAGTTTTGGTGAACTAGTTGGGCAGTCGCAA 

>RXN00066 

GTGACTGACCCTCTGTCCGCAGCTTTGGATAGCGGGCGCATCAACCATGCGTACCTTTTT 
TCGGGTCCGCGTGGTTGTGGCAAGACGTCGTCGGCACGCATCCTTGCCCGGTCCCTCAAC 
TGCGTGGAAGGCCCAACTTCCACGCCGTGTGGGGTGTGTAATTCTTGCGTAGCGCTGGCC 
CCGGGTGGCCCTGGAACCCTTGATGTAACAGAGCTCGACGCCGCGAGTAACAATGGTGTC 
GATGACATGCGTGAACTGCGCGAACGCGCGAACTACGCCCCGGCGGAATCTCGCTACCGC 
GTGTTCATCATTGACGAAGCCCACATGATCAGTACCCAAGGCTTCAACGCCTTGCTGAAA 
ATCGTTGAAGAGCCACCAGCGCACCTGATTTTCATCTTCGCCACCACCGAGCCGGACAAA 
ATGATCGGTACGATCCGTTCCCGCACGCACAATTACCCATTCCGCCTGCTCACCCCAGGG 
GATATGCGCAAAGTGCTGAAAAATGCGGTCGATGGCGAAGGCGTCCACGTCGACGATTCC 
GTTTACCCACTGGTCATCCGCGCCGGCGGCGGCAGCCCCCGCGACAGCCTCTCCATCCTC 

( , n GACCAGCTCATCGCCGGCTCGGGCCCGGAGGGCTTGACATATGAGCGCGCCTTGCCGCTG 

j'^ CTCGGTGTCACAAGCTTCACGCTTATCGACGATTCGATCCATGCCCTTGCATCTAAAGAC 
AACGCAAGCATGTTCACCACGATCGATAACGTCATCGAAGAAGGCCTCGAACCGCGACGC 

\ ^ TTCACGATCGACTTTCTTTCGACCCGCTCCGGG 

O 

»«■ >RXN00103 -upstream 

\Si GAGGATTTCTCCGGTGCCTTGGGCGAGACGATGGGTGAGGATCGAATCATCAATCTGAGC 
=. J AGTC ATGTTCTC AATTCTAGATGTTTGGTTAC ATTAAGGC 

I" >RXN00103 

ATGGCTAAAAGCATTCTTTCCCGATTCCGACCTCAAGTAGCGGAGTGGTTCCGGGATGTC 
TTTGCATCTCCGACCCCTGTTCAGGAGGGAACGTGGGAGGCGGTATCTAAGGGG7VAGAAT 

J; ; ; gccctcgtggtggcgccgaccggtagtggtaaaaccttggctgcgtttttgtgggcgtta 
1 4 gattccctcactgaacaaacaggtcaacaggttttagacacgggaacaccggtgcctgtt 
"""4 cgtggtgggaaagtgaaagtgctctacatttccccactcaaagcgcttggcgtggatgta 
O gaaaataatctgcgtgcaccgttgaccggtattgcgaggactgcctctcggatgggtttg 
p gatgtgcccaatatcactgtggcggttcgttcgggtgatacgccatcggcggagcgggcc 
cggcaggtgcgtaagcctccagacattttgatcaccactccggagtcggcgtatttgatg 
ttgacctcaaaagcgggggcgaccctttcggatgttgatgtggtgatcatcgatgaaatc 
cacgccatggccggaaccaaacggggagtgcatctggcgttgacgctggagcgtttggaa 
aagctcgtggggcggcctgtgcagcgagttggtttgtctgcaacggtgcgtcctttggaa 
acggtggcgggtttcttgggcggtggcagacccgttgagattgtggctccacctgcggag 
aaaaagtgggatctcactgtcactgtgccggtggaagacatgtcggatttgccggttcag 
gagccgggatcaactattggtgaactagtcatggatgatccgttggggattactggcgaa 
tcagcgctgcctactcaaggctcgatttggccacacattgagcagcaggtgtacaaccag 
gtgatgtcggcgaaatcgaccatcgtgtttgtaaattccaggcgttccgcggagcgttta 
accagtcggttgaatgaaatctgggcgatggaacacgatccggaatcgctgtcgccgcag 
ctgcgaagagatccggcgcagattatgtcgtcagcggatgtggcaggaaaagcaccacag 
gtgatcgcacgtgcgcaccacggatccgtatccaaagatgaacgtgccaccaccgaaacc 
atgctgaaggaaggtcggttgcgcgcagttatttccacctcctcgctggagttgggcatt 
gatatgggtgccgtggacctggtgattcaggtggaatcgccaccgtccgtggcaagtggc 
ctgcagcgcgtggggcgtgcggggcacacggtgggggcgacgtcgataggctccttttat 
cccaagcaccgctccgacttggtgcaaaccgcggtgaccgtgcagcggatgaaggaaggg 
ctgatcgaagagatccacgtgcccaaaaacgcgcttgatgtactggcacagcagacggtg 
gcggctgtctcgattaaagatgtgcaggtcgatgagtggtacgagactattcgcaaggcg 
tatccgtaccgggatttggcgcgcgaagtcttcgattccgtcatcgacctggtcagcggt 
gtgtatccctccacagattttgccgagctgaagccacgtgtggtgtacgaccgggtttca 
ggcgtgctggagggccggccaggatcccaacgcgtagcagtgaccagtggcggaacaatt 
cccgatcgaggaatgttcggagtcttcctcgtcggcgatggtccccggcgcgtcggcgag 
ctcgatgaggaaatggtctacgaatcccgcgtgggcgatgtgtttacgctcggggcgtcg 
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AGTTGGCGGATTGAAGAGATCACCCGCGACCAGGTACTGGTCACTCCCGCGCCGGGTCAC 
ACGGGTCGGCTGCCTTTTTGGACGGGCGATGCCGCAGGCCGGCCCGCTGAGCTGGGTAAA 
GCTTTAGGCGCTTTTCGACGCTCGACCCTCACCGATCCATCCAGCTCCGGCTTGGAAGGC 
TGGGCGCACGACAACCTGATCGCCTTTTTACAGGAGCAGGAAGAATCCACCGGTGTGTTG 
CCGGATGAGAAGACGTTGGTGTTGGAGCGTTTCAAAGATGAACTAGGCGACTGGCGCATT 
GTCCTGCACACTCCTTATGGACGAGGAGTAAACGCAGCATGGGCTTTGGCCGTCGGGGCG 
AAAATCGCTGAAGAGACCGGCATGGATGCGCAAGCCGTGGCAGGTGATGATGGCATTGTG 
CTTCGGTTGCCGGAAGGGGATGAAGATCCCAGCGCAGCGTTGTTTATGTTTGAGGCGGAA 
GAGATCGAAACGCTAGTGACAGAGCAGGTGGGTAACTCTGCGCTGTTTGCCAGCAGGTTC 
CGTGAATGCGCCGCGAGGGCCCTATTGCTGCCGAGACGAAACCCCGGCAAGCGCGCACCG 
CTGTGGCAGCAACGACAACGAGCAGCACAGCTTCTTGATGTGGCCAGAAAGTACCCGAGT 
TTCCCGATCATTTTGGAAACAGTGCGCGAATGTCTTCAAGATGTTTACGATCTGCCCGCT 
CTGAAGAATCTCATTGAGGATCTACAGCTGCGGAAGGTAAGAATCGCGGAAGTCACCACC 
CAGCAGCCCAGTCCTTTTGCCTCCGCATTGCTGTTCAATTACACCGGTGCATTCATGTAC 
GAAGGCGACAGCCCGCTCGCAGAGAAACGTGCCGCAGCGTTGGCCCTGGATCCGGCACTG 
TTGGCGAAATTGCTGGGTGAGGTGGAGCTTCGACAATTACTGGATCCCGACATCATCGCA 
GAAGTGCACCAACAATTGCGCAGGCAAGGCGATCGTGCGGCGAGAAACAATGAAGAACTC 
GCAGATTCTTTGAGGATTTTAGGACCGATTCCTTTGGATGAATTGGGCGAACACATCACC 
TTTGAAAACCCAGACCTGGAGGATCGAGCAATGACTGTTCGGATCAACGGTCGGGAACAT 
TTAGCGCAGGTCTTGGATGCACCTTTGCTTCGAGATGCCTTAGGTGTTCCCGTACCGCCT 
GGTGTGCCTGCGCAGGTAGAAACCATTACGGATGCGTTGGAACAGTTAGTCAACAGGTGG 
GTTCGTACCAGAGGGCCATTTACTGCGAATGATTTGGCAGAAGCCTTTGGACTGGGCATC 
GCCACGGCGATCACCGCCCTTCAAAGCGCACCTGTGATTGAAGGCCGCTACCGACAAGGC 
GTGGACGTGCAGGAATACTGTGCGACAGAAGTGTTGTCGATCATAAGGCGACGCAGCCTC 
GCAGCAGCGAGGAAACAAACCAGGCCGGTATCGCAATCAGCCTTTGCGCGATTCCTGCTT 
GATTGGCAACAGATCGCACCGGTGGGCGCCACACCTGAACTTCGAGGCGTTGATGGCACC 
TACACAGTCATTGAACAACTCGCCGGTGTACGTCTTCCCGCCAGTGCGTGGGAAGATCTC 
GTGTTGCCGCGCCGGGTTGCCGACTATTCACCGATCCATCTCGATGAGCTGACCTCCAAT 
GGGGAAGTCCTCATCGTGGGAGCGGGCCAAGCCGGAAGCCGCGATCCGTGGATTAGCTTG 
CTGCCCGTGGATTATGCGGCGCAGTTGGTGGGGGAGGCGTCGACAAGCATGAGCCCATTG 
CAGGACGCCGTGCTTGACCAGCTGCGTGCGGGAGGCGCCTTCCTGTTTTCTGACATTCTC 
GAAGAGAATTTCGGCTACACCACAGCCCAGCTGCAAGAAGCGATGTGGGGGCTGGTGGAA 
GCAGGCCTGGTCAGCCCTGATAGCTTCGCGCCGATCCGCGCGCGCCTAGCGTCGGGAACC 
ACGGCGCATCGGGCGAAACGTCGACCAGCGAGATCCCGGCTGCGCACCCGCACCAGCTTC 
GCGAGCGACGTGCCCCCAGACATGCGCGGACGATGGACGCTGTCCGTGCAACCCGCCGAC 
GCCACCAGCCGCTCCGTCGCACACGGCGAAGGCTGGCTCGACCGCTACGGCGTGCTCACC 
CGCGGGAGCGTCGTCGCCGAAGACATCGTCGGAGGCTTCGCCCTGGCCTACAAAGTGCTC 
TCCGGCTTCGAAGAAAGCGGCAAAGCGATGCGCGGCTACTTCATCGAAGGGCTCGGCGCC 
GCGCAATTCTCCACGCCCGCCATCATCGACCGCCTCCGCGGCCACGACGATTCCCCCGAC 
GTCGAAGGCTGGCCCTCCGGCGCCACCGACCCAGACGTCTACCTCATAGCCGCCGCCGAC 
CCCGCAAACCCCTACGGCGCCGCACTTCCCTGGCCTGAGCAGGGGCCCAGCCGCGCCGCC 
GGAGCTATGGTCGTGCTTTGCGACGGACTCCTCCTCGCCCACCTCACCCGCGGCGGGCGC 
ACCCTCACCGTGTTCTCCGACAATATCCCCAAAATCGCGACAGCCCTAATCACATACGAA 
AGGCTCACGGTAGAAAAAATCAACGGCGACAACGTCTTCGACTCCCCACTCCTGGAACAA 
TTCCGCAAACACGGCGCCACCATCACCCCGAAGGGAATGCGATTTCGACCACCAGTGGCA 
CGGGAAACCCCCTCAGATACGCTTCCCACCAGGACTTTTCGTGGAGGCTTCGGACGGCGC 

>RXNO 0 1 0 3 - downs tr earn 
TAACCTGATGACATGCCAGAAGG 

>RXNO 01 63 -upstream 

ACGACATGCTTGACCACGCTGAAAAGGGCTGCCGCGAATTGGTTGCTGCCCAAAAAGCTG 
CACTGGGAATCTAAAACCACAACAGAGTTAAGGACACCGG 

>RXN00163 

ATGAAACTTCTTCTTGCATCCAACAACGCAAAGAAACTCAAAGAACTCCAGCGGATTTTG 
GATCAAGCAGGCCTGGATTCCGTTGAATTGCTTGCGCTGCGTGATGTCGAGGCATACGAC 
GAGCCGATCGAAGACGGCCGCACTTTTGCCGACAACGCACAGATCAAAGCGCGCGCCGGG 
GTAACCCACACAGGCATCGCCACGATCGCCGATGATTCCGGCATCGCTGTCGAAGAACTC 
AACGGAATGCCCGGCGTTTTGTCCGCACGCTGGTCCGGCGCACACGGCAACGACACCGCC 
AACAACGAGCTGCTTCTTGCCCAAATGGAACATGTTCCCGACGAGCGCCGCAACGCAGCC 
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TTCGTGTCCGTATGCGTGCTTGCACTTCCGGACGGCCAAGAATTTGTTCAGGAAGGCCGT 
TGGGAAGGCCAACTCCTACGCGGACCTAAGGGCGAAAACGGTTTCGGATACGATCCACTG 
TTCATTCCAGCAGAGGAAATCGATGGACAAGGACGCAGCTCCGCTGAACTTTCCGCAGAG 
GAAAAGGACGCTTTGTCCCACCGAGGTCAAGCGCTGCGCGGATTGGTTGAGAAGATCGCA 
CAGGTAGCTGCGGCTAGC 

>RXN0 016 3 -downs t ream 
TAAGGCCTTAAGGAAAACTAAAA 

>RXN0 04 07 -upstream 

TTGTGTAAAAATCCGGAAGGCTACAAAAAGCTCAGTCACCTGATCAGTGACGCGAAAATG 
GCACGGGAGAAAAGGGGAAGTTCGCTATCCGCCGCTGCCA 

>RXN00407 

ATGGTTGCTGAACATGCTGCAGGGGATTGGGTGGTCCTTGCAGGTTTTCAGTGGTTGGAC 
AAAATCGACTATGTGATCGATTGCTTTAAACCGGAAAATATTGTGCTGGAATTCGGTTCA 
ACCATGACACCGGAAGACGCCGACCGCAATGAATACCTCAGAAGAACGCAAGCCAAATTC 
CAGCTTCGAGGCATCCTAAGCACCAACCCAGAATCCGCTGCCCGGGGGAGCGTGCGGCTT 
GCCGGCGCCAAGCAGGCACTAGCCCGCAAGATGCCGCTTGCCGACGCCGAAAGCGAGCTA 
CATCCCATGGGCACTACCTGGATGCGCAGCGGGGATACATTGTTAAAAGCACACCCTGAT 
TACGCGGATCTCATTGCAACCACGGTGGAATTAGCTGCTGAATGTGCTTTCACCCTAGAT 
TTGGTGGCCCCGAATCTGCCCAAGTGGGATACCCCTGGTGAACACACGGAAATGTCCTGG 
CTTGCGCACCTGGTTTCCACTCGGATTGATACCCGCTATGTGGGGCGCTCCGCAGACATC 
AAAGCACGAGCTGCCACACAAATTGACTATGAATTAGGCGTTATTGAAAAGCTGGGTTTT 
CCAGGCTATTTCCTCGTCGTTAATGATCTGGTGGAGTTTTGTCGCGATTCCAATATTTTG 
TGCCAAGGCAGAGGTTCCGCGGCGAACTCGGCGGTGTGCTTTGTCCTAGGCATCACCAAC 
GCGGAGCCGATCTCTGCTGGATTGTTGTTTGAACGGTTTTTATCTCCTGACCGGGATGGT 
CCACCAGATATTGACATTGATATTGAATCCGGCAGGCGCGAAGAAGTAATCCAATACGTG 
TATGAAAAATACGGAAGGGATAACGCAGCTCAAGTAGCCAATGTCATTACCTACCGAACA 
AAAGGCGCGATGCGTGATGCTGCCCGTGCACTGGGTTACCCGCAAGGTGCTGCCGATGCC 
TGGGCTAAAGGAACCTCGGAACCACCCGATGATGTGCTGGAATTAGCTGCGCAATTTAAA 
GGGCAACCACGGCATTTGGGTATTCACTCCGGTGGCATGGTCATTTGCGATCGCCCCATC 
GCCGATGTGGTGCCAGTGGAATGGGCTCGGATGGATAACCGCTCGGTTGTGCAATGGGAT 
AAAGATGACTGTGCCACGGCAGGCTTGGTCAAATTCGACCTTTTGGGATTGGGCATGTTG 
GAAGCCATCCATCACATGCTGGATCTGGTGGCAGAACACCGAGGTAAAAAGATCAATTTG 
TGGGAACTAGATCTGGCGGAACCGGAGGTCTATGACATGTTGTGCAAGGCAGATGCCGTG 
GGTGTGTTCCAGGTGGAATCACGTGCGCAGTTATCCACGCTGCCTCGACTCAAGCCCCGC 
ACCTTCTTTGACCTGGTCGTGGAGGTAGCTCTGATTCGTCCAGGTCCCATCCAAGGCGGA 
TCGGTGCACCCGTATTTGCGGCGCCGTGCTGGTGAAGAGGCCATCACTTATGACCACCCC 
GTGTTGGAAAAGTCTTTGGGTAAAACCTTAGGAATCCCACTGTTTCAGGAACAGCTCATG 
CAGGTAGCTGTTGATGCTGCAGGTTTTAGTGGTGGGGAAGCGGATTCCTTGCGCAGAGCG 
ATGGGGTCGAAACGCTCACCTGAACGCATGGCTGCGTTGCGCTCGCGGTTTTTCCAAGGG 
CTGAAAGATACCAATGGGATTGTGGGGGAGACCGCCGAGAAACTGTGGAACAAAATTGTG 
GCCTTTGCTGCCTACGGTTTTCCGGAATCGCATTCGCAGTCGTTTGCGTCCTTGGTGTAT 
TTCTCCGCGTGGTTTAAATACCACTACCCGGCTGAATTCTGCGTGGGATTATTGCGGGCA 
CAACCCATGGGTTTCTATTCACCACAGTCTTTGATCAGTGATGCCAGACGCCACGGCGTG 
AGTATCCTGCCGATCACGGTCAATGATTCCGGTGTGGAGGCCGATGCTCCGAATGGTGCG 
ATTCGATTGGGGCTCAACCTGGTGAAAGGCCTTGGCCACGATGCCGCGCAAAGAATAGAG 
GACAACGCCCCGTTTGATTCCATTCCGGATTTATCGCGCCGGGCTGATCTTAATGTTGCT 
CAAGTTGAGGCATTGGCGCGAGCGGGAGCGGTGGACTGCTTGGGGGTCGGACGTCGACAA 
GCATTATGGCAAGCGGGCGTCGCAGCGACCGAAAAACCTGGAATGCTGCCTGGCCTTTCG 
GTGATTGAAGCTCCGGCGTTGCCGGGGATGAGCGCCTTTGAGCTGATGGCGACCAATATT 
TCCGCCACGGGAGTCACCGCGGATTATCAGCCGATGGCGTTGATTCGGGAGCGGATGGAG 
GAGCTGGGGATCGTGCCGGCGGATCGGCTATTGGAGGTGGAAGATGGCACGCGGCTGCGG 
ATCGCTGGCATTGTCACGCACCGGCAGCGCCCGCAAACTGCGTCGGGGCTGACATTTTTA 
GGGATGGAGGATGAGACCGGGCTGATGAATGTGATGGTGTCCGTTGGGTTGTGGCAGCGG 
CAGCGCGTGCTGGCCAGAAATGCCAAGGCGTTGATTATTCGAGGGATTGTGCAGAATGCG 
CAAGGGGTGGCGACAGTTGTCGCTGACCGGTTGGAACCGTTGGACATGGGGGAGTTTCTC 
AGCCGTGGCTCACGAGATTTTCGA 

>RXN0 04 07 -downstream 
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TAATTTGGCAAAGTGGACATTAT 
>RXNO0 414 -upstream 

ATTATCGTGGTCCAAATTGGAAAGAATCCTCTCAGGTAAAAAGGTCGAATCTCTGCGTCC 
GGTGCTGCATGAGCCGGATGCGCAGGCGCCTTCATCTGCC 

>RXN00414 

ATGCAGGGGGAAGCGTCGGTTCCTTTTGCCGAGCTGCATGCCACCAGCAGTTATAACTTT 
CTCACTGGCGCATCGGATCCGTCTGATGTGGTTGTGCAGGCCAAAAAGTTAGGACTTGCT 
GCTCTATCAGTCATGGATAGGGATGGTTTTTATGGTGCAGTGAGATTTGCGGAAGCTGCC 
GCGGAAGCTGGAATGCATACCGTTTATGGTGCGGAGCTGAGTCTGCAAGAAGGCGTGTTG 
ACAGTCTTGTGTAAAAATCCGGAAGGCTACAAAAAGCTCAGTCACCTGATCAGTGACGCG 
AAAATGGCACGGGAGAAAAGGGGAAGTTCGCTATCCGCCGCTGCCAATGGTTGC 

>RXN0 04 14 -downstream 
TGAAC ATGC TGC AGGGGATTGGG 

>RXN0 0460-upstream 

AGTCGGCGAAAATTTCCCCGCGGTATAAGTTTCCATCAAGTTTGATTGCAGTCACGCCCG 
CTATTATTCCACCCTTTTCCAAGGCCTTACAATCAAACAC 

>RXN00460 

ATGCCGGAACACCCACTTCACGTTATCTTCGACAATCCTGTCATCCCTCCCAACACCGGA 
AACGCCATCCGAATGTGTGCAGGAACAGGCGCTCACCTGCACCTTGTTGAACCTTTAGGC 
TTTGAGCTGACAGAAAAGCACCTTCGCCGAGCAGGCCTTGACTACCACGACTTAGCCGAT 
GTCACAGTGCATGCAACCTTCGATGAAGCCATGGCTGCAGTCCCTGGTCGCGTATTTGCC 
TTCACCACAACGGCCAATACCCGCTTCACCGATATCGCTTTTGAACCTGGCGATGCACTC 
CTTTTTGGAACTGAACCAACAGGACTCCCTCAAGAACATGTTGAGCATTCCCGAATCACC 
AGTGAGCTTCGGATCCCCATGCTTCCCGGTAGGCGTTCCATGAACCTTTCAAATTCCGCG 
GCGGTAGCGACCTATGAAGCATGGCGTCAACTCGGATTTGTGGGTGGGGTT 

>RXNO 0 4 6 0 -downs t r earn 
TAGTTTTTTGCTGGGCTTCTGGG 

>RXN0 0 5 42 -upstream 

CGATCGTGTTCTGAACCTGAATGATGGTGTCCTGCGCACCAAGGTTCTGCGACTCGACAA 
GTAAAG AAC TTTAAGGC TC TAGAGAGGTAGTTG AAGGATT 

>RXN00542 

ATGGCAATCGGAGATACTAACATCACCGTCGTTGGCAACATTGTTGCTGACCCGGAACTC 
CGCTTCACCCCATCGGGTGCAGCAGTGGCTAACTTCCGCATTGCATCAACTCCCCGCTCG 
TTCAACCGCCAAACCAACCAGTGGGAAGACGGCGAAGCCCTCTTTCTCACCGTTAACGTT 
TGGCGTCAGGCAGCTGAAAACGTTGCAGAGTCCCTGTCCAAGGGTATGCGCGTTATCGTC 
ACCGGTCGCCTCAAGCAGCGCTCCTATGAAACCCGTGAGGGCGAAAAGCGCAGCGTTTTT 
GAGGTCGAAGCGGATGAAGTCGGACCATCACTAACATTTGCCAAGGCAGATGTCCAGCGC 
ACACCGCGCGGTGGAAACTCTGGCGGAAACTACGGTGGCGGCAACCAAGGTGGTGGCCTC 
GGTGGAAACCAAGGCAACCAGCAAGGTGGATTCAGCAACCAGAACTCTGGCGGCTTCGGT 
GGAAACCAAGGCAACCAGCAGCAAAGCAACCAGGGCGGATTTGGTGGAAACCAAAACCAG 
TCCCAGGGTAACAACTTCAACCAAGGTGGATTTGGCGGAGGCAGCCCACAGGCAGCACCG 
GACAATGACCCTTGGAATTCTGCACCACCAGCTGGCTCCGGCGGGTTCGGCGGCGCAGAC 
GATGAGCCACCGTTC 

>RXN0 05 42 -downstream 
TAAAGCTTTTCTTTTCTAAAACA 

>RXN00545-upstream 

GCTGACGCAACGACCCTCCTGCTATGCCAACGACGGCATGGCCGAAAAAACAATTACTAG 
ACCATAGGAGGTGATGAGGTCCGTGCGTCAATACGAACTT 

>RXN00545 

ATGATCATTCTCGATCCTTCTCAGGATGAGCGCACTGTTGCCCCGTCCCTGGATAAATTC 
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CTCGAGGTTGTCCGCAAGGACAAGGGTGACGTTGTGAAGGTTGATGTTTGGGGCAAGCGC 
CGTCTTGCATACCCAATCGACAAGAAGGAAGAGGGCGTTTACGCCGTCGTCGATCTCAAG 
TGTGAGTCTGCGACCGTACTCGAGCTCGATCGTGTTCTGAACCTGAATGATGGTGTCCTG 
CGCACCAAGGTTCTGCGACTCGACAAG 

>RXN0 05 45 -downstream 
TAAAGAACTTTAAGGCTCTAGAG 

>RXN0 05 62 -upstream 

TTCGTTTTCGCAAAGCCCGGCTTTTGCTCTTTCTTCCACTAGATTGGATACAACAAGTCA 
GGGAAGAAAGAAGCGTGAAGTGTCTGAAGATCGTGAATAT 

>RXN00562 

ATGGACGCGGACCCGCTGATTGAGGATGACGTTAGTGGAGCAGAAGTAAAAGATAGTTCG 
GATGAACCGCTTCTCGCACTGACACGTTACGTTTTTGATCGCGGTGAGCGGCCAGTTACT 
CGTGGACTGTTCCACCAGGTTGCGGCCATTTTGAGTATTGTGTCAGGTTCGGTGCTCTCC 
ACGTATGCATGGATGGAACTGGTGTGGTGGCAGGCGCTAGGTGTCATGGTGTACGCCTTG 
GCCATGCTGGGACTGTTTGCTGTCTCTGCGGCGTATCACCGAGGACCGTGGCGTCGATTG 
CACACCGTGGCGTGGTGGCGCAAAGCTGATCACTCCACCATCGCGGTGTTTATCGCAGCA 
ACCTATACGCCACTGTGCTTGATCGTCTTAGAGCCCGGTACCGCAGCATGGATGTTAGGT 
ATTGCGTGGGTTGGTGCCATTGACAGCGTGATCATGAACATGGTGTGGATCAATCACCCA 
CGATGGCTCAGCGTGCTGGTCTACTTGGCCTTGGGATGGCTCATTGTGCCACTTGTCCCT 
CAATTGTGGTCTGGTGCTGGCCCCACAGTGGTGTGGCTCCTGCTGGCCGGAGGCATCGTC 
TACAGCGTTGGCGCGTTGGTGTACGGCTTTAAATGGCCAGGACGCAACGCACGAGTGATT 
GGCTACCACGAGCACTTCCACATCGCCACGATCGTCGCAGCGATTGTCCATCTGGTTGCA 
GTG 



TGAATGGTTGTCGTTAACTAAGA 
>RXN00625 

GGCACCGATGAAGACTACATCCGCGTCGCCTTCATCTACGACCAAACCACCGTCAAGCCC 
GTCGGCGAATCCCGAATCTTCGACGACGCAGCCTTCACCGGCACCGCACGCCAGCCACTC 
GCACAGGAATTCCAGCCACTCAACGACAGCGAGAAATCCTTCGTCGGCGTAGTCAACCAC 
TTCAAGTCCAAGGGCTCTGTCACTCGTGGAGACGCCGACACCGGCGACGGCCAAGGCAAC 
AACGCCAACGTTCGCGTCGCACAGGCACAGGCACTCATCGACCACCTGGAAAACCAGGAC 
GACTGGGCATCCAAGCCAATCTTCATCCTCGGCGACACCAACTCCTACGCCAAGGAAACC 
GCGATGACCACCCTTTACGGCGCTGGCTACACCAACATCGCCACCGAATTCGACGCTGGC 
TACAGCTACCAGTTCTCCGGCCGCATTGGCAGCCTCGACCACGCACTCGGCAACGAAGCA 
GCCATGAAGCACGTCATCGACGCCGAGGTCTGGGACATCAACGCTGACGAAGCAATCGCA 
TTCGAATACTCCCGTCGACTCAACAACACCTCCGACGTATTCGAGAACAACGTCTTCCGC 
TCCTCCGACCACGACCCGATCAAGGTCGGATTCAACCTCAGCGAGACCACTGAGCCCACC 
ATTCCGGTAGAGCCCACTGATCCTGCAGAACCTACCGATCCAACTACCCCAGTTAAGCCA 
ACTGATCCGGTAGAGACCACGGATCCATCTGAGCCAACCGACCCTGCAGAACCTACTGAT 
CCAGCTGAACCAACTGACCCTGAGGAAACGAAGAAGCCAGAGGAGCCGAAGAACCCTGGT 
TCCTCCAACGGAAGCTCCCAATACGCCACCATTGCAGCAATCATCGCAGCAATCCTAGGT 
GCCATTGCTTTGGCCTTCCAGTTCTTCCATTCAAGTTCTAAT 

>RXN0 0 6 2 5 - downs t r earn 
TAACTCTTAGGGAGTAATCCCCT 

>RXN0 0 67 3 -upstream 

GCCACCGCCGTGGCCTGCCTGTTCGTGGTCAGCGCACCAAGACCAATGCGCGTACTCGTA 
AGGGTCCTAAGAAGACGATCGCCGGAAAGAAGAAGTAAAA 

>RXN00673 

ATGCCTCCTAAAGCACGCACTAACGCGCGCCGCACAGGCCGTCGCGTTGTAAAAAAGAAC 
GTTGCTAACGGCAACGCTTACATCAAGTCCACCTTTAACAACACCATCGTTTCGATCACT 
GATACCAACGGTGCTGTAATCTCTTGGGCTTCCTCTGGGCACGTCGGATTCAAGGGCTCA 
CGTAAGTCCACTCCGTTCGCTGCTCAGATGGCTGCAGAGAACGCTGCCCGCAAGGCAATG 
GATCACGGCATGAAGAAGGTTGACGTTTTCGTCAAGGGCCCAGGATCAGGCCGCGAGACT 



>RXN0 0 5 6 2 -downs t ream 



Appendix A, page 63 




Attornl 




Icket No.: BGI-130CP 



GCAATCCGTTCCCTTCAGGCTGCAGGCCTGGAGATCGGTTCAATCTCCGACGTGACCCCA 
CAGCCACACAACGGCTGCCGTCCACCAAAGCGTCGTCGCGTT 

>RXNO 0 6 7 3 - downs t r earn 
TAATAGGGAAGGAAAGGTAATAC 

>RXNO 07 06 -upstream 

TGGTCATCGACTCCGACGGAAACCCAACTCGCGTTGGCTACCGTTTCGATGAAAACGGCA 
AGAAGGTCCGCGTTTCTCGTCGCAATGGGAAGGATATCTA 

>RXN00706 

ATGACTGAGAATTACATCCCTCGTCTGAAGACCCGTTACCAGGACGAAATCCGCACCAAG 
CTTCAGGGCGAGTTCGAGTTCGAAAACGTCATGCAGATCCCAGGCGTCACCAAGATTGTC 
GTCAACATGGGTGTCGGCGACGCAGCTCGTGACTCCAAGCTCATCAACGGCGCTATCGAG 
GACCTCACCGCAATCACCGGTCAGAAGCCACAGCTTCGCCGTGCGAAGAAGTCCATCGCT 
AACTTCAAGCTCCGTGAAGGCATGCCAATCGGCGCAAAGGTTACCCTGCGCGGCGACCGC 
ATGTGGGAGTTCCTGGACCGTCTGCTGACCGTGGCACTGCCACGTATCCGCGACTTCCGT 
GGACTTTCCGACCAGCAGTTCGACGGCCACGGTAACTACACCTTCGGCCTCACCGAGCAG 
ACCATGTTCTACGAAATCGACGTCGACAAGATCGACCGTCCTCGTGGTATGGACATCACC 
GTTGTTACCACCGCTGTAACCGACGATGAAGGTCGCTCCCTGCTCCGCGAGCTCGGCTTC 
CCATTCAAGGGTGAAGACGGCAACCGCCAGCAG 

>RXN0 07 0 6 -downstream 
TAAACTGCATAGTTAAAAGCACT 

>RXN0 07 09 -upstream 

TTGCCCACATTCGTGGAGTATGTAGACATCTGTAGTACAAAGACCACGCGTGTTTGGGAC 



>RXN00709 

GTGATTCAGCAGGAATCGCGTCTGAAGGTCGCCGACAACACTGGTGCACGTGAAATTCTG 
TGCATCCGCGTTCTCGGTGGATCCACCCGACGTTTTGCTGGCATTGGTGACGTCATCGTC 
GCCACTGTCAAGGAAGCAACCCCAGGCGGCAACGTAAAGTCTGGCGAAATCGTCAAGGCT 
GTTATCGTTCGCACCAAGAAGGAGACCCGTCGTGCAGACGGTTCTTACATCTCCTTCGAT 
GAGAACGCTGCCGTCATCATCAAGAACGACAACGAGCCACGTGGCACCCGTATCTTCGGA 
CCAGTTGCTCGTGAACTTCGTGAGAAGAAGTTCATGAAGATCGTTTCTCTCGCACCGGAG 
GTGATT 



>RXN00709-downstream , 
TAAGAATGAAGGTCCACAAGGGC 

>RXN0 07 14 -upstream 

CGTCAATCAAGCTGTCAAAAAAAATACAAGTTAGGTCACAAAATGATTTCAGTCGTGAGA 
ACCATCACATATAAGACATCTCATGATCTAACATTTCTTC 

>RXN00714 

ATGGCTACGATTACACGCACCGACAGACTGATCCTCGTACCGCTCACTGTTGAGCTCGAA 
GACGAGGCCCACCAGATTTACTCTGATTCTCGAATCTGGGAACACCGCCCCCAGGCGCGT 
CACACCAACGTGCGTGTCACGCGCGACATCATCAAGCGCACCAATGAAAGCTGGGGCAAG 
AAAGACCTTGGCCCCTGGGGTGTTTACCTCCGTGACCGCCCATCGGAATTCGTTGGCGTT 
GGTGGCGTTGAACTCATCGACGGAAAAGTATGGGACCTCAAGTACCGCCTCCGCCCCGAC 
CTATGGGGCAATGGATACGCCACGGAAATCTCCAACGCCGCAACACTGGCCACCAAGCGT 
ATCGACGACAGCCTCCCACTCACGGCCAGGGTGACTACCAACCACCCTGCCTCATTCCGT 
ATTTTGGAAAAACTGGGACTCACCCCCGTATGGGAAGGCCGACGAGTCGGAACGGAAGAT 
GACCCCAACGAGCCTGATGTGAGAATTTATTCTGACCGTCCGCTATCGGATGAAATTCTT 
GAAATGCTCAAGCAACGACCA 

>RXN0 07 14 -downstream 
TAGACCAGAAAATCTCACCCCTT 

>RXN0072 4-upstream 



GGAAATCCAGCACGCATTAATCCAGGTCAGGAGACCAGTA 
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CGGCAAAGGAAGCCACAGCGATTAAAAAGGCGCTGGGCTACACCACTGCGGAAGAGTTGC 
TCCGCCACCATGTGCGCAAATACTCCACCACGGCTCTGGC 

>RXN00724 

GTGGGAATTGGTGATGCCACTGAGGGCGATCTTGTTACCATCGTGGGTCAGGTCGCCTTT 
GCCAAGCAGTCCTATACCCAGTCCGGCAAGATGCTGTACAAGGTTACAGTCTTGACTGAG 
ACGGAACGCATCGGCATTTCCTTCTTCGGAGCCAAGCACATTCCGCGTCTTCTCCCAGAA 
GGCACTCGTGCGCTTTTTACCGGCAAGGTGAAGTTTTTTCGCAACGAACCTCAGCTATCT 
CATCCAGAGTTCATTGTGATCCCAGATCCTGGATCAGGCCGCCGACTCACCGCCACTGGC 
GGTATGAAATCTCTGGCTGCCTACGGCGATGTGGAAGAAGTGGCACTTCGTTTGGTGGAT 
CGCGAATACATCCCGATCTATGCCGGCACCGCCACCATGACTACCTGGCGGATCATGGCT 
GCAGTGCAACGGGTACTGGAAACCATGCCGGTGATCAAAGAACCACTGAGCGTGGTGCCC 
GAAGGCATGCCCAGTTTCGACGAGGCCATCCGCGGCATTCACGATCCAGGCCATGAATCT 
CCCAGCACGTTTATCAACCGTCTGAAATACAACGAAGCACTATCGCTGGCCACGGTGATG 
GCGATCCGGCGTGCCGATACCAAGAACCGCAAAGCACCACCCATGCCGCGCGCACTCAAA 
GGGCATCAGCACATGCTCATCGATGCACTCAACTTTCAGCTCACAGTGGGACAGAAGCAA 
GTGATCCGTGAGATCAGCGCGGACATTGAACAACGCGTTCCCATGTCTCGTCTGCTCCAA 
GGTGAGGTTGGTTCGGGTAAAACCATCGTGTCGTTGATCGCGATGCTGCAGGCAATTGAT 
TCCGGTAGGCAGTGCGCCATGCTCGCCCCGACGGAAGTGTTGGCCACCCAGCATGCCCGC 
AGCCTGAGCAAAACTCTCGACGACGCAGGCCTTGATATCAATGTTGTGCTCTTGACTGGC 
TCGATGCCCACGGGAGCCAAGAAGGAGGCTCTGCTGGAAATCATCTCCGGTGACGCAGAC 
ATTGTGGTGGGCACGCATGCGCTGATCCAGGACACCGTGGAGTTCTTCGACCTTGGCCTC 
GTGGTGGTGGATGAGCAGCACCGTTTCGGCGTGGAGCAACGCGATCAACTGCGGACCAAG 
GGCAGGGAAGGCCTGACCCCGCACCTATTGGTTATGACTGCGACCCCAATTCCGCGCACC 
ATCGCCATGACGGTGTTCGGCGACTTGGCGGTGTCCACGTTGCGTGAACTTCCAGGCGGG 
CGCCGGCCGATTCAAACCTCGGTGATACCCGATCACAAACCTGGCTGGGTTAAACGCGGT 
TGGGAACGCATCGGTGAGGAAGTCCTCGCCGGACGCCAAGCCTATGTGGTGTGTCCGCGC 
ATTGAAGGCGAAGGCGGCGTGCTGGAAATCCACGCCTATCTTTCCGAACAGGTATATCCA 
GGATTGAATGTTGGAATGCTGCACGGTCGCATGGACACGGATCTCAAAGATTCGGTCATG 
CAGGAATTCGCCCAAGGTGAGATCGATATTTTGGTCGCCACCACGGTCATTGAGGTCGGT 
ATTGACGTTGCCAACGCCACCGTCATGCTCATCCGCGAGGCGGAACGCTTCGGCGTTTCC 
CAGATCCACCAGCTGCGCGGCCGTGTTGGCCGTGGGCAGCACGATTCCCTCTGCCTGCTG 
CACACCACCTTCGACGAGGACTCCCCACAAGGCCAACGCCTCGCCGCAATTTCCACCACA 
ACCGACGGTTTTCAACTCTCTGAACTTGATTTGCAGGTACGCCAAGAAGGCGACGTGTTG 
GGCACCCGCCAGTCCGGCAGCGACACCAAACTCCGTCACCTCTCGTTTATCAGCGACCAA 
AAAATCATCGAGCGTGCGCTTATCGACGCCACCGAGCTGGTTGCCGCCAGCCGTTCCAGG 
GCGCTTGAGCTGGTCAGCGACATCGCAATGATCAACCAGGAATACCTGGAAAAGAGC 

>RXN0 072 4 -downs t ream 
TGATATTGATAGGGTTTAAGTCA 

>RXN0 0 7 9 0 -ups t ream 

ACGGCTTGGCCATTTGTGGGTGGAGGGCCAGCTCGCTCAGATTAATGTAAAGCCCAATTG 
AAAGCTGTCGAATTTGACGCTTCGTGATGTGGAGCAAGAA 

>RXN00790 

ATGTCTGTGCAGCTGACCTGCCCGACGGACATTATCCGCAATCGCCCCACACCGCTCAAG 
GATGGCGACCGCGTGATTGTGTACGGCAAGCCCGCGTTTTATGCAGGCCGCGGCACTTTT 
TCGCTGTGGGTGACTGATATCCGTCCCGTGGGTATTGGTGAGTTGCTGGCGCGCATTGAG 
GAGCTGCGTAAAAGGCTTGCCGCGGAGGGTCTTTTTGATCCAGCTCGGAAGAAGCGACTG 
CCATTTCTGCCCAACCGCGTTGGTTTGATCACGGGACGTGGTTCAGCGGCTGAGCGCGAT 
GTGCTGAGCGTGGCTAAGGATCGCTGGCCGGAAGTGCAGTTTGAGGTGATCAACACGGCA 
GTTCAGGGCGCTTCAGCTGTTCCTGAAATCATCGAAGCGTTGCGGGTTTTAGATCAGGAC 
CCTCGCGTGGATGTCATCATCATTGCCCGCGGCGGCGGTTCTGTGGAGGATCTGCTCCCC 
TTCTCTGAGGAGGCCTTGCAGCGCGCAGTCGCGGCAGCGCAGACGCCCGTGGTGTCCGCG 
ATTGGCCACGAACCAGATACGCCGGTGTTGGACAATGTCGCCGACCTTCGCGCGGCGACC 
CCGACCGATGCAGCAAAGCGCGTGGTGCCTGATGTGGCAGAAGAACGCATGTTGATCAAT 
CAGCTTCGCAGTCGTAGTGCCGCGGCGTTGCGCGGTTGGGTGCAGCGCGAGCAGCAGGCG 
TTGGCAGCGATTCGCACCAGGCCGGTGCTGGCTGATCCGATGACCCCGATTAACCGCCGA 
CGTGATGAGATTGCCCAGGCTGTGGGCTTGATTAGGCGCGATGTCACCCATCTCGTCCGC 
ACCGAGCAAGCACTGGTGGCGTCGTTGCGCGCACAGGTTTCCGCGCTCGGCCCGTCCGCA 
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ACCTTGGCGCGCGGTTATTCCGTGGTGCAGGTTATTCCTCGCGACGGCAGCGCCCCGGAA 
GTGGTCACCACCATCGAGCAATCACCGCCCGGCAGCCAGCTGCGCATCCGCGTTGCCGAC 
GGCTCCATCACTGCGGCATCCATGGGCACCCAGCAAGCAAAC 

>RXN0079 0 -downstream 
TAAAAACTTAGGAGAATGAAGAA 

>RXNO 0 8 0 7 -ups t r earn 

TGCTCTAAGCAATCGACTCATGCTCAATACTCTAACGTGCCGGTGCGACATCGCGAGGAT 
GTAGTGAGGAAGTAGTGTAGAGATCGTGACTAATTCGAGT 

>RXN00807 

GTGTTTGACAGTCTCGCCGGCTCCAAAACAGTGTCCAAGACGCTTTTCGACGCGGCCTCC 
AGCGCGCGTGCCCTTGTCCGCGCCCGAACCACAGAACGTGCCCGCGCCCGGGCAGAACAC 
CAAAACCCTGCAATGATCCACGACTCCGGCTTTGCCCAGTCATGGCTGTTTACAGGCCCT 
CCCGGATCGGGACGTTCTGTGGCAGCCAAGGTTTTCGCCGCTACGCTCGTATGTTCGAAT 
CCGGATGTTGTGGGCTGTGGACAATGCGAGGATTGCCGCGCCGCCATGGGAGGCAGCCAC 
CCCGATATTGAACACATCGTCCCGCAGCAATTGTCTATCGGTGTTGATGCAGCTAGAGAG 
GTCATCAAAGCCGCAGCGGTCAGTCCTGTTGCAGGAAACTGGCGAGTCGTCATCTTCGAA 
AACGCCGACCGACTCACCATGCAAGCCGCCAACGCCTTGCTGAAAACCGTGGAGGAACCA 
ACCGAAAGCACCGTGATGATTCTGTGCGCACCCACCACAGACCCCCGCGACATTGCGATC 
ACCCTCCGCTCCCGCTGCAGGCACCTCTACATTCCCACCCCCTCCATCGCGGAAGTCGCA 
CGAATCCTCGTAGCTGAAGGCAACGTCAGCCAAGCGGATGCAGAATTAGCGGCGGCTGCC 
TCAGGCGCTCACATCGGCAGGGCTCGATACTTAGCGCACAACAACGCCGCCCAACGCAGA 
CGCGCCAGCATCCTCAACCTGGCCGAATTAATCTTCCACGGTGATGTCGCCTTCCGCTCC 
GTAAACACCTTGGTCAAAATGGTGGAAACCGAAGCCAAAGACAGCAACAAAGAAAAAGAA 
GAAGGCGATCTCGAAGCCGTAAGAATCTCACTCGGCATGGGGGCCAAAGGCAAAGGTGTC 
CACAAAGCAGTACGTGGAGGAGCGGGAGATTTCAAAGCACTCGAAGACCAACAAAAACTC 
CGACGCACCCGATTCCTCCGCGACAGCCTCGACCTCGCACTCGTCGACCTAGCCGGCATC 
TACCGCGATGCCATCATCATTTCCTCCCAAGCCCAAGTCGGACTCACACACCCCGATATG 
GAAGGCCTCTCCCAAGAACTCGCAACAAAAGTAAGCCAAGAAGGACTCCTGGCATGCCTC 
GACGCGATCTCCAAATGCCGCGAATCCTTCGGCTTCAATGTACGACCCATCGTGGCCATG 
GACGCCCTGGTAGGACGCCTGCGCAAAGCCTACAAAGTGTCC 

>RXNO0 807 -downstream 
TAAACACCCCAAATTATTGAAGT 

>RXNO0 8 17 -upstream 

GTCTTTCACGTTTAAAGCCCAAGCGATAGTCTATTAGGATTAGTTTTACGTTTTGGCAGG 
TCAGTCCCATTTATACAGCCCAGCGAAAGGGGGTAAATTC 

>RXN00817 

TTGACTACCCCCGATTTTGAGAGTGAAAAGACTCAAGCTATGAGGCCCAGCTTTGGTGAA 
GAGCTGGCCGCAATCGTTTCCAAACGTTACTCCGAATCGACGCTCACTCATATGGTGACG 
TTGCCCGCATCGAAAGCTAAATACGTCGATTGGCCGAGTTGGGTACCTGCTAGCCTGCGC 
GATGCGTTGGTGAATCGTGGTATCAATAAGCTCTTTTCCCACCAGGAGCAGACCGCACAT 
CTGGCGTGGAATGGCCAGCATGTGGTGGTTGCCACCGGTACATCTTCGGGAAAATCTTTG 
GGTTATCAGCTGCCCATTTTGTCAGCGCTCGGCACGGATCCTACCGCCTGTGCGTTGTAT 
CTAACTCCCACCAAGGCTTTGGGATCTGATCAGCTAACCTCCACGTCCACGTTGCTGCGC 
GACATTCCGGATTTCCACCCGATTAATCCGGCGCCCTACGATGGCGATACCCCCTCCGAG 
GCGCGGTCCGGCATCCGCGATTTGAGTCGTTTTGTGTTCACCAATCCGGATATGGTGCAT 
GCGTCGATGCTGGCGAATCATCCCCGCTGGGCCAGGTTGTTGCGCCATTTGAAGTTCATC 
GTGATTGATGAATGCCATGCCTACCGTGGTGTGTTTGGCGCGAACGTGTCGATGGTGCTT 
CGTCGTCTACTGCGCATCGCCGCGTTTTATGGATCCCACCCGACGGTCATTTTGGCGTCC 
GCGACCAGCTCCGATCCGGAAATTCATGCTTCCAGATTGTTGGGCGCGCCGGTTAAAGCA 
GTGACGGAAGATGGCGCCCCGACGGGTGAACGCACCGTTTTGCTGTGGGAGCCCGGTTTC 
ATCGAAGGCGCCGAGGGCGAGAACGGCGCGCCGGTGCGTCGCGCAGCCAGCACCGAAGCA 
GCAAACATTATGGCCACGCTCATTTCCGAGGGTGCACGCACGTTGACGTTCGTCCGTTCA 
CGTCGACAAGCAGAAATCGTTGCCCTGCGCGCGCAGGAAGAGCTCAGCACGCTGGGCCGC 
CCCGATTTCGCCCGGCGCGTCGCGTCCTACCGGGCGGGGTACTTGGCGGAGGACCGCCGT 
AGGTTGGAGAGATTGCTTGACGACGGCACCCTCCTCGGTGTTGCTTCCACCAATGCGCTT 
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GAACTGGGCATTGATGTCGGTGGACTGGATGCTGTGGTCACGGCTGGTTTTCCAGGAACT 
GTGGCGTCGTTTTGGCAGCAGGCGGGGCGAGCTGGTCGGCGTGGGCAGGGTTCGTTGGTG 
GTGCTTGTTGCTCGTGATGAGCCGATGGATACGTATTTGGTGCATCATCCGGCAGCCCTG 
TTGGAGAAGCCGGTTGAGGCTGCGGTGTTTGATCCGACGAATCCGCATGTTATTCGGGGT 
CATGTTTATTGCGCTGCGGTGGAAAAGCCTCTGACAGAGGCGGAGGTCGCGGCGTTTGGT 
GCCCAAAAGGTGGTGGAGAAGCTCGAGATTGAAGGGCTGTTGCGCAAGCGTCCGCGTGGC 
TGGTTTGCGGTGGAAAAGCCCATGTCAGAGGATCCGGATGAGCTGAGTCCTGATTCGGCA 
CACCAGCAGGTGAGTTTGCGTGGTGGGTCTGGTTCGGAGTTCATGATTGTTGATATCACT 
GACGGCCGGTTGTTAGGCACCATCGATTCCGCGAAGGCGATGTCGCAGACTCATCCCGGC 
GCGGTGTATCTCCACCAGGGTGAATCCTTTGTCATTGATGAGTTGGATTTGGAGGAGAAT 
CTGGCACTGGCCAGGCCTGAGCTGCCTGATTACACCACCTATGCCAGAAGTGACACGGAC 
ATCAGGATTACCTCTGCCCCGTTGGAGGACGAGGTTTTTGATGCTGGTGGTGGTTTGTGG 
GTCGCCAACGTAGAGGTGCAGGTCACCGACCGTGTGACTGGCTATGTCACCCGCCTTAGT 
GATGGCACCACGTTGGATGCGACTCCGTTGTATCTTCCTCCTCAAATTCTTCAGACTCGT 
GCGGTGGCGTACACGATTGATCCGTTGGCGTTGGAAGCGATGGGCATTCCCGCCGCTGAT 
ATTCCCGGTGCTCTTCACGCAGCGGAGCATGCGGCGATTGGTATGTTGCCGCTGCTTGCG 
ACGTGTGATCGTTGGGATATCGGCGGCGTATCCACGGCACTTCATGCGGATACGGGCTAC 
CCCACTGTGTTTGTCTATGACGGTATGGACGGCGGAGCTGGTTTTGCGGATACTGGTTTT 
CGACGTTTCGCCCAGTGGATTGAGGCCACATTTGAGGTCGTCCGCAGCTGTAGCTGTGAA 
TCTGGGTGCCCGAGCTGTGTGCAGTCCCCGAAATGCGGCAATGGAAACAATCCGTTGGAT 
AAGGCAGGTGCCATCAAGTTACTGGGTGCGATGGTGACCTTGTTGGGAACCTCA 

>RXN0 0 8 1 7 - downs t r earn 
TAAAGGTCCTGCTTTTGCGTGGG 

>RXN0 089 0 -upstream 

CCCCACCGCTGCTGATCGTCTGGAATTGGACGAAAAGATGGAAGCGGATGACTCTGGCTT 
TGGAGGCGTTGAGTCCTAGGTGGAATCCTCAGTTATATGG 

>RXN00890 

TTGAGCATCGCCACAGTCGTTGCGTTGCTCTTCTCCGGTTTATTAGGTGCGGTTGAATCT 
GCGCTTTCTTCTGTTTCCCGCGCCCGCGTTGAACAAATGCTCAAGGATGAAGCCTCCGGG 
TCCGCGTCCTTGCTGCGAGTCATCGACGAACGCGCACTCCACATCAACATGCTCATCATG 
TTGCGCACCTTGCTGGATGCCTCCGCAGCAGTCTTCGCCGGGGCAATCGCAGTCAATGTG 
ATGGACAGCTGGGCGTGGGGCATCGTCCTGGCCATCGTGGTGGTTTCCCTCCTGACCTTC 
GCAGTAGTGGGCGTGTTTGGCCGCACCGTTGGCCGCAAAAACCCATATTCAGTGATGCTT 
CGCTCCGCAGTCGTGCTGAGCGGTTTAGCTAAAATCCTTGGCCCCATTGCACGTGGCCTC 
ATCTGGATCGGCAACATCATCGCGCCCGGCCCAGGTTTCCGCAATGGCCCTTACGCCACT 
GAAGTGGAACTGCGTGAGATGGTCGATATCGCCCAAGAACACGGCATCGTGGAAATTGAA 
GAGCGCCGCATGATCCAGTCGGTGTTCGACCTGGCATCCACGACGGTTCGCCAGGTGATG 
GTGCCACGTCCTGAAATGATCTGGATTGAATCTGGAAAAACAGCCGGGCAAGCAACCGCG 
CTGTGCGTGCGCTCTGGTCATTCGCGCATCCCAGTCATCGGTGAAAACGTCGACGACATC 
ATCGGCATCGTCTACCTCAAAGACTTGGTCCAAAAAACCTACTACGCCACTGATGGCGGA 
AAGTCTGTGCTTGTAGACGAGGTCATGCGCGAAGCTACCTTCGTGCCAGACTCCAAGTCC 
CTTGATGCGCTGCTGCAGGAAATGCAGGAAGACCACAAACACATCGCAATCCTGGTTGAT 
GAATACGGCGGCGTGGCAGGTCTTATTTCCATTGAGGATATTTTGGAAGAAATCGTCGGT 
GAAATCGCTGATGAATATGACGCCCGCGAAGTAGCCCCCATCGAGAAAATCGGCGACCGC 
ACCTACCGCGTGGTCTCCCGACTCTCGCTGGAAGATCTCAAAGACCACATCGAAGAAGAA 
CTCGACCTAGAAATCGAATTCGGTGATGAAATTGAAGATCAGGTCGACACTGTCGGTGGC 
CTTATTGCCTTTGAACTTGGCCGAGTGCCTCTGCCGGGTGCCACTGTGGAAACCTGCGGA 
CTAAAGCTCACCGCCGAGGGAGCCAAGAACCGCCGGGGTCGTTTGCGCATGCATTCAGCA 
GTCGTAGAAGTTGGCGAGCCCAGCGAGGACAACGAAGGT 

>RXN0 0 8 9 0 - downs t ream 
TAGTTTTTTACAGCAGTAGGGGA 

>RXN0 0 8 9 7 -ups t ream 

GGTCGGTGGAAGCGCATGGCTAAGAAGGCTATTAAGGCCAATGGGTGGACTGAGCCTGGT 
TTGACCTGGATGCCGGGTGAAGATGAGGATCCTTTCGGGC 

>RXN00897 
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ATGACGCCTAGTCTTCCCCGTTTCCGCAGCCAGAAACCTGCCGTCGGCGATCGTGTTGTT 
GCACGTCGCCGGATTCCTGGTGCCAATGTGCATTGGACAGATGTCATTGGCCATGTGATT 
GGGGTGGATCCGTTGGTGGTTCGCCCGCAGTCGGTTGGTGGGATGCCGTCTGATGCGGAA 
GAAATTGTCATTCCTGATGATCAGCTTGAGGTGATTAAGATTTTGTCGCCGCGCACCATT 
AGGAATTCGGATATTCGTGCGGTGGAGGTTGCCACGGCGAAGGCCTTTCCGGGGCTGGTC 
AATGAGTGGCATGATGGTTGGCTGCTGCGTGCCGGTGATGGCATTGCGGAGCGTTCTAAT 
TCTGCGTCGCCACTCGGCCCAAGTGTCGGTTCTGAGCCGGTACCGATGGAGGATATTTCG 
CGGTTTTATGCACGTCACGATCTCCCCGTGAAGCTGCACATTCCGGAGCGGATTGGTCGG 
CCTGCGCAGAAAGTCATTGACGCCGATCCCCAGAAATGGGTGATGGGCCCGGAGATTTTG 
GTGATGACGAAATCTTTGGACCATGTGGAGTCGCACGAATTGCCCGGTGGCCTAGAATTT 
AGCGTCGATAAGCAGCCTGACCAGGAGTGGCTGGGCATGTACCATTTCCGCGGACAGGCG 
TTGCCCGCTCACGCCCTTGAGCTTTTGCGCACGCAAATCGAGGGCCGCATGGGGTTCGGG 
CGCCTGACCACGCCGGCGGGGCAAACCGTCGCGATCACGCGCGCCACCATCACGGCTGCG 
GAGGAGCGCATATTTTTGGGCTATTCAGCGGTCGAGGTGGATCCTGCTTTTCGACGTCAG 
GGGCTGGGCACCGCGCTCGGCTCGCGCATCCAGGAGTGGGGCGCCGAGCAACACGCACAG 
GAGGCATATCTCCAGGTTGTCGCCCATAATGAAGCAGGTATCGGCCTGTATCAAAAGCTC 
GGGTTCAGTGAACACCACCGACACCGGTACGCCGAACGGAAATTC 

>RXNO 0 8 9 7 - downs t r earn 
TAAAATCCAAAACAGCTAGGGTA 

>RXN00990 

ATCCCCGTCTTGGTGGCCACCGATATCGCCGCCCGTGGCATTGACGTGGATGACGTCTCG 
CTTGTTGTGCACGTTGATCCCCCAGCAGAACACAAAGCGTATTTGCACCGCGCTGGTCGT 
ACTGCACGAGCCGGAACTTCCGGTACAGTTGTGACTCTAGTAATGGACGAACAAATCAAG 
GAAGTCCGTGAACTTTTCCAAAAAGCAGGCGTGACAGCCGCTGAGGTAAAAGTCAACGAA 
AACTCACCTGAATTGGCTAAAATTACTGGTGCACGACGCCCGTCAGGCGTTGCTCTTCCA 
GCACCTGGACAGCAGCAGCCAAAGCGGGAACAAAAAAATACCCATAATCGTTCTGATTCC 
AGAGGTTCCAGCCGGAATCCACGCAGGCGCGGACAAAGCGGATCCAGATCAACGGGCCGC 
TCCAACCCGAGGCGTCAGACTTCAAGGAAAGACGGTCCCAAGAGC 

>RXN009 9 0 -downstream 
TAAAACTCCCCCACGGCACGCGA 

>RXN0 09 94 -upstream 

TAATCAACATTCGCAAGAGGTGTGTCGCAAAAGCACTAGCTCAGCGATTAAAAGTTCCCA 
TGATCACTTTTCAACCAGCACCGACTAGAGTTAGTGGGCA 

>RXN00994 

ATGACTACCTTTCTAGAACTCAAGCTTCCCGACGAGATTGTGCGCGAACTTCGCAGTCAG 
GGAATCACCGAGGCATTCCCCATCCAAGAAGCAGCCATCCCCGATGCGCTCGCTGGCAAA 
GATGTCCTCGGCCGTGGACCCACCGGCTCTGGTAAAACCTTCACCTTTGGGCTTCCCATG 
ATCACCCGACTCGCGCGCTCGGGCGCCTCCAAACCAGGTCGCCCCCGCGGGCTTGTCCTG 
GTTCCCACCCGTGAACTAGCAGCTCAGGTGCGTGAACGCCTCGACGATCCCGCCCGCGTT 
ATGGGTCTGCGCGTCCTCGAGGTGGTCGGTGGCGTCAACATCAACCGCAAC 

>RXN0 103 0 -upstream 

CCTCCCCGGCCACACGCCCCAGAGGGGTTCTTTTTCATCCTTTTTAAAATATACTTATAT 
GTATTAATCCCCTCTTTGTGCAGCATAGGAGACTACTGCT 

>RXN01030 

ATGACCTCAACAACCCAACCTGGCACAACACCTGAGCTCAGCGCAGACACTCATTCTGAG 
CCCTGGGATGTCGTCATCGAAAACACCCTTGAACCTTTTCAAAAAGTCGTTCGTCAATTT 
ATTATTGACCGCCCCTATTCCGGCATTTTCCTCACCATGGGTGGCGGCAAAACACTCACT 
ACCCTCTCCGCATTGACCTATATCCAGCCACCTGGACACATTCTGGTTGTCGCGCCTCTA 
AATATCTCTCGACTCACCTGGCCCGAAGAGGTTCGCAAGTGGAATATCCCTGTTAACGCA 
ATCTCGCTGATCACCAATGAGCGCGGCACCAAACTCACCCGCGCCAAACGCCTCAAACTC 
TATGAGGAAACAGCGACCACACCACCAACGCTGTATTACATCACCATTAATCTGCTCGAA 
GATATTGTCAATTACTTTGGTGATAGGTGGCCGTTTTGGACAGTCATTATTGATGAGTCA 
CAGACAATCTCTGATATATCCTCCAAGCGCACTAGAGCGCTCTTTTCTGTGCGACCCTAT 
ATCGGCAGACTAATTCTGCTCACCGGAACCCCCAGCGCCAACAAGTTCGACTCCATTTAC 
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GCCCAAGTCGCAGTGCTAGATTATGGTGCCAGCCTGGGTGACAACATCGACGTATTCCGA 
GCCAGATGGTGTGCGCCCGACATTATTACCGATAAACAAGTGCGTCGCTGGAAGCCGGCT 
AACAAGCAGGCTGAAGCAGAGGTGTACCGCACTATTAGCCACCTGGTCATGTCTGCCGTC 
AACACGGATATTAAGCTGCCACCGCTGCATTTTGTTGATCACGAGGTACACATGAGCGAC 
GATGAGCACCGCGACTACGAGCTCTTCAAAAAGGACGCGGTGCTTGCTGCATTGCTCGAT 
ATGGCTGAAGAGAATGAGGGTGGCGAAGGCGCTGATGACACTGACGCTGCTGATTCAGCG 
ACAACGACCCCACCTGCGTCATCACAGCCAACAAACCCTGCCATCCCCGCTGGACTGCTT 
CAGGCAATACAACAAACCCAGGACACCAATGGTCGCGCCATCGCGCCTGTGACCACAGCT 
GAACTTGATCATTTTGATGATCTGCCAGTACAGCGCCAAGAAGATCTTGGCACCTTAGTT 
GTTATCTCTGCTGTTCACGCAAGCGACTCTGCGGCA 

>RXNO 1 0 3 0 - downs t ream 
TGAAACTGCTGCAATACGCAGGT 

>RXN0106 6-upstream 
. AAACGTATTCCTTGACCTGCGCATCAAGGTGCTGAAGAACTGGCAATCCGATCCAAAGGC 
TTTGAACCGCCTGGGCTTCTAGCTTTAAGGGGGTGAGTTC 

>RXN01066 

ATGCGTAGGGACAGTTTTCGGGACCGCGCGCTAGTAGTCAAAACTTATGATTTTGGCGAA 
GCCGACCGCATTATTGTGCTGCTCACCCGAGACCACGGCATCGTGCGCGGAGTTGCCAAA 
GGAGTACGCCGATCCAAATCCCGGTTTGGGTCAAGGCTGCAGCTTTTTGTGGAACTCGAC 
j : S GTGCAGCTCTACCCAGGTAGAAAACTGTCCACCATCTCTGGCGCGGACACCGTCGGCTAC 
TACGCATCAGGCATCATCGAGGACTTCACTCGGTATTCCTGTGCGTCCGCCATCCTGGAA 
J; if ATCGCCACCCACATCGCAGGACTGGAAAACGATCCGCACCTGTTTGAAGAAACCACCCGG 
GCGTTGAAAAACATTCAGGACTCCCCAGAACCCATCCTCAACCTAGACGAGTTCATGCTC 
-5 CGCGCCATGAACCACGCCGGCTGGGCACCAAGCCTTTTCGACTGCGCAGCCTGCGGCCGA 
j;fl CCAGGACCTCACAACGCATTCCACCCAGGCGTCGGCGGGGCAGTGTGCCTGTACTGCCGA 
k : j CCGCCGGGAAGCGCCGAAGTCCCACCAGAAGCACTACACATGATGTGGTTGGTCGCCAAC 
f L | GGCCAAGCAGCCCGCATTCCCCGGGAACACCCAGAGCAGCAAACCACCATTCACCAACTG 
^ ACAACCGCGCATCTGCAGTGGCATATTGAAAGAAAGCTGCCCACGCTGGCGGTGCTGGAT 
^ CAGGCC 

!;! J >RXN0106 6 -downstream 

|' 4 TAGTGCTTAGGCTTAGGCGTCCG 

>RXN013 43 -upstream 

p TTCAAAATGAATGGCCACCAACCAATTTTCACCAAAGTTTTATGTGGCAGGGCCAGCTCC 
GGCCCGTTAAACCACAGAATTCCATGAAAGGGAATTTCTA 

>RXN01343 

ATGAGCAAGAACTCTAAGGCGTACCGCGAGGCCGCTGAGAAGATCGACGCTGGTCGCATC 
TACTCCCCACTCGAGGCTGCAAACCTGGTCAAGGAGACCTCCTCCAAGAACTACGACGCT 
TCCATCGACGTAGCTATCCGCCTGGGCGTTGACCCACGTAAGGCTGATCAGCTTGTTCGT 
GGCACCGTCTCCCTGCCTAACGGCACCGGTAAGACCGTTCGCGTTGCTGTGTTCGCACAG 
GGCGAGAAGGCTACTGAGGCTGAGGCTGCTGGCGCTGACTTCGTTGGCACCGACGAGCTC 
GTTGAGAAGATCCAGGGTGGCTGGACCGACTTCGACGTTGCTATTGCAACCCCTGATCAG 
ATGGCTAAGATCGGCCGTATCGCTCGTGTCTTGGGCCCACGTGGTCTGATGCCTAACCCT 
AAGACCGGCACCGTCACCAACGATGTCGCTAAGGCTATCGAAGAGGTCAAGGGCGGCAAG 
ATTTCCTTCCGCGTTGACAAGGCTTCCAACCTGCACGCTGCAATTGGTAAGGCTTCCTTC 
GATGCGAAGAAGCTGGCTGAGAACTACGGCGCTCTCCTCGACGAGATCATCCGTATCAAG 
CCTTCTTCCGCTAAGGGCATCTACGTCAAGCGCGTGACCCTGTCTTCCACCACCGGTCCT 
GGTGTTGAGGTTGACACTCACGTCACCAAGAACTACGCAGAAGAGGCA 

>RXN013 43 -downstream 
TAAGCCTTCCCACGCGTAACTCT 

>RXN013 74-upstream 

TCCCCGCAGCCCACCACCGTGGGCTGCGGGGTGTGGCGTTTTTGCCACAAAGTGGACCGT 
ATTCGCAAATACTTTGTTAAGACGCGTTAATCTTTAACCT 
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>RXN01374 

ATGTCTGAATCAGGTGCGCTAAGTTCTACTGACTCTCTATCCCCGGGTGTCACCATTGAA 
GTCCGAGATGAAATTTGGCTGGTTACTCACGTTACTCGCTCCACAGATGGTTTTAGGGTT 
AAAGCTCGTGGTCTCTCTGATTATGTGCGGGACCACGAAGCTACGTTCTTCACCGCACTT 
GATAAAGATTTGAAGGTCATTGACCCTACCCAGGTCACCGTCAGTCTTGATGATTCCTCC 
AATTACCGTCGCACCCGCCTGTGGTTGGAGGCCACCATGCGTAAAACTCCGGTACCGCTC 
TATCAAGAGTCACTTTCCGTGGCAGATCAAATGCTCGCCGATCCACTGGAGTACCAATTA 
GCAGCCGTGCGCAAAACCCTCTCTAGTGCTAACTTGCGCCCCCGCGTGCTTATTGCTGAT 
GCCGTGGGACTTGGCAAAACCCTAGAAATGGGCATGATCTTGGCGGAACTTATCCGCCGT 
GGCCGTGGTGAGCGCATTTTGGTAGTCACCCCGCGCCACATTATGGAGCAGTTCCAGCAG 
GAAATGTGGACCCGTTTTGCCATCCCGCTCGTTCGTCTAGATTCCGTGGGCATCCAGCAA 
GTGCGCCAAAAATTGCCAGCATCACGCAACCCTTTTACTTATTTCCCGCGCGTGATTGTC 
TCTATGGATACTTTGAAATCTCCGAAGTACCGCGCGCAACTAGAAAAGGTGCACTGGGAT 
GCGGTGGTTATAGATGAAATCCACAATGCAACCAATGCTGGCACCCAAAATAATGAGCTA 
GCCGGCACACTTGGGCCTACTGCCGAGGCTCTTATTTTGGCCTCTGCCACCCCGCACAAT 
GGTGATCCAGAATCCTTTAAGGAGATCTTGCGTTTGCTTGATCCCACCGCTGTGATGCCT 
GATGGCACCATTGATGCCGAAGCTGCACAGCGTCTGATCATTCGTCGCCATCGCAATAGC 
CCTGAGGTTTCAGGTTTTGTGGGCGAAAAATGGGCTCCACGCAATGAGCCTCAGAACTTC 
CTGGTCGCTGCGTCAAAAGAAGAAAACGGCGTTGCTGCAGAACTCAACCATGTGTGGATT 
TCACCAGGTGCGAGCAATCCGATCAAGGATCGCCTCTTCCCCCTGGACATTGGTGAAGGC 
TTTTCTCTCCTCCCCTGCAGCCTTGGGCGAAACAGTGTCCAATCGCCTCAAAAAGGCCTC 
TGCACCAGAAGAAAAACGCGCCCTAGAAACCCTTTCACAACT 

11 

:if >RXN0 13 7 4 -downstream 

TAATTCTGCGATCACCCCGCAGA 

S1 J >RXN01378-upstream 

m TCAAAAGAAGAAAACGGCGTTGCTGCAGAACTCAACCATGTGTGGATTTCACCAGGTGCG 
^3 AGCAATCCGATCAAGGATCGCCTCTTCCCCCTGGACATTG 

*~ >RXN01378 

GTGAAGGCTTTTCTCTCCTCCCCTGCAGCCTTGGGCGAAACAGTGTCCAATCGCCTCAAA 
AAGGCCTCTGCACCAGAAGAAAAACGCGCCCTAGAAACCCTTTCACAACTTAATTCTGCG 
j= | * ATC ACCCCGCAGACCTCAC AGAAGTACC AATCTCTACTGAGCTACCTCGGTGAC ATCGGA 

!'H GTGAAGAAGAACTCCGATACCCGCGTGGTGATTTTCTCTGAGCGTGTCGCTACTTTGCAC 
%! 4 TGGCTGCAGGAAAACCTCATCCGTGATCTCAAGATGCCACCCAACTCTATTGCTGTTATG 
p CACGGCGGTCTCCCCGACCAGGAGCAAATGCGCCTGGTGGATGAGTTTAAAAAGACGGAT 
i ; j TCTCCCATCCGCATCATGATCACCGGCGATGTTGCCTCAGAAGGTGTGAACCTGCATACT 
CTCTGCCACAACTTGGTGCACTATGACATCCCGTGGTCACTGATCCGCATTCAGCAGCGC 
AATGGCCGTATTGATCGTTATGGTCAAACCCACAACCCTTCCATCGTTACCTTCTTGCTC 
GATCCCGCCGAGGATTCCAAAGTAGGTGAAGTCCATGTGCTGGAGAGGCTCATGGAGCGC 
GAACATGAGGCGCACTCTTTGCTCGGTGATGCCGCATCTCTCATGGGCAAGCACTCTGAG 
CGTTTGGAAGAAGAAACCATCCGCGAAGTCCTGCGCGGTGCCCAAAACTTTAATGATGCA 
GTGGCTGATCCAGCGGAAGTCCTAGAAAACCCAGCAGGCCTAGATGATATTGATTGGTTG 
CTAGCCCAAATCGCCCAAGCCGATGCCAAGGCAGAAACAGAAGCAGAAGCAGAAACAGAA 
AACCAAACAGCACCAGATGCAGCTTCCAATAGCACGGAGCATGCACAACGCCGGTTGTAT 
GCACAGGAAAGCTCTTTCCTCTATGACTGCCTCCTCGAAGGTTTCAATAACGTACCGGAG 
GATTCCATCAACCGCGGTGGCGTGGGGTTCAAAAAACACGATAATGACATCGTGGAGCTC 
ACCCCCACCGATGATCTGCGCCGTCGTCTAGATTTCCTCCCGCAGGATTATGTGGCTGCC 
CGGAAAGTTAAGGAAGATCTCCTACTAGCTTCCACACTGATGCGTGGCCAAGAACGCCTC 
AACGCTGCGCGCACTGGTGAAGATGGCAGTACCTGGCCAAGTGCCCACTATCTAGGCCCC 
CTGCACCCAGTCACTTCGTGGGCAGCTGACCGCGCGCTGGCAACCATGCCACGTTCGGAA 
ATTCCGGCGGCTAGTGGCAAAGTCACAGAGCCAACGGTGCTGCTTATGTCCACATTGAGC 
AATCGGCGTGGCCAAATTGTGTCTCGTTCTTTTGTGGCTTCTTCTGGCCCCTTTGATACT 
GAGGTGCTGTCCGATCCCATCCAATGGTTACATTCCATAGGCCTCGATGAAACCGCCATT 
AACCCAGGTACCGCTGCACTCCCCGACGATATTGAGCAGCTTATTTCCCTTGCTGTTCAG 
GCCGCCCGCGGCGAGATCCGTCCATTAATGATCGCCGCCCGCGCTCAGGCTCAAACTCGC 
GTTGAGCATTGGGCTAAGCGAGCCGAAGCCTGGAATAACAAACGAAGTGGCGCAGCGTCC 
ACGTCCCGTACCGCGCGAACTGCAAAATTGATTGAGGAGCAGCAGAAATTGAGTAATGCT 
CTCGAGCCAGACCGTGAACTTATTAGGCCTTTGGCCGTCATTCTTCCGCAGCCCGCAACT 
TTGAACACCGAGGTT 
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>RXN0 1 3 7 8 - downs t r earn 
TAACACAATGAGTGCATTTGATT 

>RXN0 13 80 -ups t r earn 

ACACATTCCGGGTAGAATTGCCCAAATGTCATCAATTTCTCGAACGATTGCTCTCGAACT 
CGGCGTCAAAGATGAACAAGTCGAGGCCGCCATCAAGCTC 

>RXN01380 

TTGGATGAAGGAAACACCGTTCCGTTCATCGCCAGGTACCGCAAGGAAATCACTGGGGGA 
CTCGATGATACCCAACTGCGTGACCTGGAAGAACGCCTCAGTTACCTCCGTGAGCTGGAG 
GATCGTAAACAAAGCATCCTCGCCGCGATTGAGGAACAAGGCAAACTCACCGACGATTTA 
CGCTCGCTGATTTTGGGATGCGACACCAAGGCTCGCCTGGAGGATCTGTACCTGCCGTTC 
AAAAAACGGCGCAAGACGAAGGCCGATATCGCTAGGGAGGCGGGCCTGGAGGGGCTCGTC 
GATAAGCTTATCGACGCCCCGTCCCTCGACGCCGCAGCGCAGGCAGCTGCATTTACGACT 
GAGGGCTTTGAGGATTCCAAAAAAGTTTTGGATGGCGCTCGCGCCATTTTGATTGACCGC 
TTCGCGCTCGATGCCGATTTGGTGGGCGAGGTGCGTGAGCAAATGTATCGCGCGGGTTCC 
ATGGCGGCATCGGTGGTGGCGGGCAAGGAGCAGGAAGGCGCAAAGTTCAAGGACTACTTT 
GAGTTTTCCGAACCTTTTGACAAGCTTCCATCTCACCGAATTTTGGCGCTGCTGCGCGGT 
GAAAACGAAGGTGTGCTGAGCCTCAACCTCGATGCGGGCGACGACATAATCTACGAAGGT 
TTGATCGCCGACCGATTCTCCCTGGACACCCACACTTCTAGCTGGCTGGCTGAGGCTGTG 
v ^ CGCTGGGGTTGGCGCACCAAACTGTATGTGTCCTCCGGATTGGATGTGCGCATGCGTCTG 
h % AAAGAAAAAGCAGAGGAAGGCGCACTCGATGTGTTTGCCACCAACCTCCGCGACGTTCTC 
CTTGCAGCTCCCGCTGGTCAGCGCTCCACAATTGGCCTTGACCCGGGATTCCGCAACGGT 
|; ^ GTGAAAGTAGCTGTCGTGGATTCCACCGGTAAGGATGTTGCCACCACGATCGTCTACCCA 
t'f CACCAGCCCCAAAACCGCTGGAAGGAAGCCGTATCCGAACTGGCTAACCTGTGCGCGACC 
«5 CACGGTGTGGAACTCATGGCGATCGGCAACGGAACCGCCTCGAGGGAAACGGAAAAACTC 
|;ri GCCGGCGAAGTAGCTGACATGATCAAAGCCGCAGGTGGCACGCGACCAACCCCCGTGGTG 
Q GTCTCCGAATCGGGCGCATCCGTGTACTCGGCATCACCGATCGCAGCCGAAGAATTCCCC 
j'j GACATGGACGTCTCCCTCCGCGGTGCAGTTTCTATCGCGAGGCGACTCCAGGATCCACTG 
GCGGAGCTCGTCAAGATTGAGCCCAAAGCCATCGGAGTCGGCCAGTACCAACACGATGTC 
AACCAGGTTGCACTTGCCAAAACCCTTGATGGTGTCGTCGAAGACGCAGTAAACGCAGTC 
]; 'i GGAGTTAACCTCAACACCGCATCCGCACCACTTCTTACCCGAGTTGCCGGAGTGACCTCC 
J; \ I ACCTTGGCAAAC AATATCGTGGCCTACCGCAACGAAAACGGTGGATTCTCCTCCCGAAAA 

t'Ll GAACTGAACAAAGTTCCTCGCCTGGGACCCAAAGCCTTTGAACAGTGTGCTGGCTTCCTC 
" l 4 CGCATTTCTGGATCCACCGACCCTCTCGACGCCTCCGCTGTTCACCCCGAGGCGTACCCA 
O GTTGTTCGCAACATTGCGAAAGCCACAGGATTGGATGTCTCGGGACTGATCGGAAACTCT 
Q GCGGTGCTCACCAAATTGAAGCCCGCTGATTTCGCTGATGAACGATTCGGCATCCCCACC 
GTCACCGACATCATCGCCGAGCTGGATAAACCCGGACGTGACCCCCGCCCAGAATTCAAA 
ACCGCCAGCTTCAAAGAAGGCGTGGAGAAAATCTCCGACCTCACACCCGGCATGATCCTG 
GAAGGAACTGTCACCAACGTTGCGGCGTTCGGCGCATTCGTTGACGTGGGAGTGCACCGA 
GATGGCCTCGTTCACGTTTCCGCGATGAGCGACAAATTCATCTCCAACCCCCACGAAGTT 
GTTCGCTCTGGTGAGGTCGTGAAGGTAAAGGTCATGGAAGTTGACGTCGACCGCAAACGC 
ATCGGCCTTTCCCTCCGCTTGACCGATGAACCCGGTGCCC.CAGCTCCGCAAAAGCGCGGA 
AACCGACCAGCCAAACAGCAGCGAGCTCCGCAAAAACAGTCCGCTAAGCCCGCCACAGGT 
TCCATGGCAGATGCTTTACGACGCGCCGGCCTCGGTGGC 

>RXN0 1 3 8 0 - downs t r earn 
TAAGGCAACTTTCAAACCAAGCG 

>RXN013 89 

CAGGACGGCGATAAGCTCGCTGGCCGCCACGGTAACAAGGGTGTTGTCGGTAAAATTTTG 
CCTCAGAAAGATATGCCATTCCTTCCAGACGGCACTCCTGTTGACATCATCTTGAACACC 
CACGGTGTTCCACGTCGTATGAACATTGGTCAGGTTCTTGAGACCCACCTTGGCTGGCTG 
GCATCTGCTGGTTGGTCCGTGGATCCTGAAGATCCTGAGAACGCTGAGCTCGTCAAGACT 
CTGCCTGCAGACCTCCTCGAGGTTCCTGCTGGTTCCTTGACTGCAACTCCTGTGTTCGAC 
GGTGCGTCAAACGAAGAGCTCGCAGGCCTGCTCGCTAATTCACGTCCAAACCGCGACGGC 
GACGTCATGGTTAACGCGGATGGTAAAGCAACGCTTATCGACGGTCGCTCCGGTGAGCCT 
TACCCGTACCCGGTTTCCATCGGCTACATGTACATGCTGAAGCTGCACCACCTCGTTGAC 
GAGAAGATCCACGCACGTTCCACTGGTCCTTACTCCATGATTACCCAGCAGCCACTGGGT 
GGTAAAGCACAGTTCGGTGGACAGCGTTTCGGCGAAATGGAGGTGTGGGCAATGCAGGCA 
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TACGGCGCTGCCTACACACTTCAGGAGCTGCTGNCCANISnS^^ 
NNNNNNNNTNNN^^ 

>RXN013 89-downstream 
NAANNNNNNNTGCATCCCGGATC 

>RXN01563 -upstream 

GACCTCACCGCGCATGTTGAAGCGTTCGCAGCAGTGCTTGCCTCTGTTGCTGGACTTCCC 
CCAGAGGGCGTCACCGAACTACGAAGGTAGATTGGACACC 

>RXN01563 

ATGGTTTCCGATCTCCTTCAACCCCGCGACGGCATTCCGCCTTTGCTATCTACCCCTGGT 
GAGTTCACTGCTGCGGCAGATCTCTTGGCTAGCGGAACTGGGCCCTTCGCCATTGATACG 
GAACGCGCGTCCGGTTTTAGATACGATGACCGCGCATTTTTGATTCAGATCCGGCGCCGT 
GGCAGCGGAACTCTCCTATTCGACCCGGAGCAGTTCCGTCCTGAATTAACTCAGGCGTTA 
AAGCCGGTGCTCAATGGTCAAGAGTGGATCATTCACGCAGCAAGCACCGATTTGCCGAGC 
CTTGCGTGGCTTGATCTTCACCCCGGATTACTCTTTGATACAGAACTTGCTGGCCGCTTA 
GCCGGATTTGATCACGTTAATCTCGCTGCCATGGTGGAACAGATTTTTGATCTCCACTTG 
CTCAAAGGCCACCGTTCGGAAGATTGGTCCAAGCGTCCTCTGCCGGAATCTTGGCTCAAC 
TACGCAGCACTCGATGTGGAGATGCTGCTGGAGCTTGCCGATGTCATGGCTGAAATCCTG 
GATCAGCAGGGAAAACTCCCCTGGGCTGAACAGGAATTTGTCCATATTGTGGATCAATTC 
GCCACGATGACCGAACCTTCCGAAACGTCCTGGCAGGACCTTAAAGGGCTGTCCACTCTC 
AAACGACCAGACCAATTAGTTGTGGCCCGTGAAATGTGGTTGGAACGCGACTCTTTCGCA 
GCCTCCCGCGACCTGGCGCCCGGTAAAGTGCTGTCCAACAAAGTCATCGTGGAAGTCGCC 
CGTGTTCTCCCCCGCACCCCGGCAGAATTAGCGCAGGTCAAGGGATTCCCCGGTCGATCC 
CAGGGTGCCACCAAACGCTGGTTCCGCATCATCACCCGGGCGCTCAAATCCCCTCGCAGG 
AACTGGCCAAAGCCTCAGCAGCGCAAGGACGGCATCCCCGATCGTCGCGCGTGGGCGTCC 
TACTACCCAGAAGAGCACGAAGTGCTCCAAGAGATTAGAGCGCTTATCGACGACCTCGCC 
GCCGATATCAACGTTCCCGGCGAGAATATCCTTCAGCCTTCAACTCTGCGAGTAGCTGTG 
TGGATGGCTAAACACACCGGCGAGATCCATAATGCTGAAACACTCAACGCTGTACTTCGC 
GATTATGGTGCCCGCCAGTGGCAAATTGACCAGACTTTTCCGATTCTGTCCGCCAACTTG 
CTGAAGCTC 

>RXN0 1563 -downs tr earn 
TAAACCTAAAGCCCGCGGCTAAG 

>RXN0 157 5 -upstream 

GCTGTTTTTTGATGCATCCATGATAGGAATAGAGCCTAGTGCATGATGGCTGATTTTCCT 
GTTAGGTGCCACCGACCCCAGTGATGATAACTTGATTGTC 

>RXN01575 

ATGAAATCCATTGATCTTGAGCAGCTGGCGGGCACGCAATCGCGCACGTATCAATCGCGA 
AAGATCACCGATGAGATGGTCGCCCGGCCGGTGCATGTGGCGATCGCGCTGTGGGAAGTG 
CCGTGGGAGTCGGCAAAATCCGGCAAGATTGAGGGTTGGGTCATTGCCGTGGATTCGCCG 
CGTGGGCGGTTTGTGCGCAGCGGGCAGACCAAAAATGGCGACGCCGTCAACCGGACTGTG 
TCGATGCTGAAATCAGCGTTGAAAGGGGTCCGCGGGAAGGCGTGGATTGTAACTGGGCGT 
CGACAAGCAGCTTTACGCGCAGCCCTGGTGCGCGAAAACTACCTGGTCACCGGAAGCTTC 
GCCGAGCAAAATAGGGCCGGCGTGAAGGCGTCGGCGATCTCGCGCCGCGCCGAACAATCC 
GCGCTCTACAAGGCGAAAAAAATCGGCGAATTCGCCGAGCGCGCCCCACGCGTCAAAGAG 
CGGCAAGAGGCACATTGGTGGCCACGGTTGTCACGCACGCAAGGCACCGCAGGCGTTTTA 
CGCTTAGCGACGGACGCCTCTACCGATGGGGTCTTCCGCGGCGCCATGTGCTTCGTAGCC 
TCAAACGGCGACTACCTCCTGGAGACCCAAGACACCACCGCAAGCTCCGACGAATTAGAA 
CTCGAAAGCATCACCCACGCCCTGATCTACCTCAAAACCATCGGCGCGACCCAAGCCATC 
ATCGAATCCGACAGCAAAGCCGCACTTGAAGCCATCGACTTCATCCTCAACAACCGACCG 
CGCCGGGGCAGGTGGCGCGGCATCACCGCATGCGCCCGCAACCGGTTCCGGGATGCCTGG 
GAAGCGCTTATCGACGACTGCGTTGTGGAATTATCCCGCGTACTAGGGCACGCCGGGGAT 
CCACTGAACCAAGCAGCCGACCAAATCGCATACATGGGCATGCGCGCCGTAATTTTTGAA 
CAAAAATCCGCACACCCCACATTGCTCAAAGGAATTGACAAGGCGCTTCGCAAGGCCGAG 

>RXN0 1 5 7 5 - downs t r earn 
TAAGGTGGGCAACGAGTCGGTGA 
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>RXNO 1594 -ups t ream 

GAGATGAAGCCCTCAACCTTGAGGAAGCCCACCGCATCCTCAACGACGCATTGTCTTAAA 
CACTATTTTTTAACCACTCACGAAAGAAGAACACCTCCAG 

>RXN01594 

ATGGTTGCACGCAGAAGACTGGACGCAGAACTTGTTCGTCGAAAGATCGCACGATCAAGG 
GAACACGCGGTTGAAATGATCCGCGGTCGGCGCGTCTTTGTTGCAGGAATGCTTGCTTTA 
AAGCCCGCAACAGTCGTGGAACCAGAGGTGTCTATTCGTGTGGAAGAAGATGCTAGTGAA 
GATTGGGCATCCCGCGGTGCGCACAAGCTTCTTGGTGCGCTGGAATCTTTTGAGCCCTTG 
GGGCTCAAGGTCAAGGGCCGTCGCGTGCTAGATGCCGGCGCTTCGACAGGCGGATTTACG 
GACGTGTTGCTACGTCGAGAAGCGTCTGAAGTAGTGGCAGTAGACGTGGGCTACGGACAG 
CTTATTTGGCGCCTGCAAAACGACGACCGCGTGCGCGTGGTGGACCGCACCAACATCAGA 
TACATGACGCTGGAAGACACCGGCGGAGAATGCGACATGATGGTGGGCGATCTCTCATTT 
ATTTCGCTTAAACTCACGTTGCCGGCGATCGCCAAGGTCCTAAGCGACGGCGCTGATCTA 
TTACCCATGGTCAAGCCACAATTTGAAGTCGGAAAAGACCGATTGGGCAGTGGCGGCGTG 
GTGCGCTCACCAGAGTTGCGCGCAGAAGTTACCGCGGATGTCGCGAAATTTGCGGCCACT 
TTGGGCCTGAGCTTGAAGCATGTTGTTGCATCCCCGCTGCCCGGCCCGTCAGGCAACGTA 
GAATACTTCCTGTGGCTGGTTAAAGATGGTGGCGCTTCAATGCCGGATGACCAGCAATTG 
TCGGCAATGATTGACACGGCTGTAAAGGAAGGTCCGCAA 

>RXN0 15 94 -downstream 
TAATGACTGCACCCACGAACGCT 

>RXNO 1606 -upstream 

CTCCACCCTGGCGAATAGAACAAACAAGGTTCTTCGCATGAAGGACTACCACCCAGAACT 
GAAGGTCTAAAAGCTTTTCCCGCCCGGTTCAATAGCGTTA 

>RXN01606 

ATGGCAGAATCAAACGCTATGGACCGGGCACAAATCTCTGCACTGCTAGATAGAGCACAG 
CACACAATCAACCTTGCCGAACAAGCAAACAACGTGCTCCGACTGTTGAAAACACCCGGA 
ACGGCCACAGTAGGGGACAACGGGACACTCGGCACCGATACCTATCTGATCCCATCCCGC 
AACATCACCTGGCCTGACAACCTGTATGTCAACGTCTTTCTAGACGGCATGAATGCAGAA 
GCCACCCTTACCGATTACGTCGCATCAGTCGCTTCGATCCCACGCCTATGCCAGATCATC 
AACGAGGGCCAAGGCGGCATGTTCCGCAGACTATTCAACCCCACCAAGGTCCAAGCCGGC 
GACCAAGCTGTCTTCGACCTCATGGTCAAACTCGACGAGATTTCATCTACCACCCACGAA 
GTCTCCCGCATGCTCGAGGGCGTCCACGCTGCCCGCACCCGCCAACAACAAGGCGTTGCA 
CTTTTCCCAGGTATTCATGGAGTGGGAGAGCGCTACATCGAACGCGCACAACAGGTACTC 
GCCTCAGCCCTCGGTATCGCTGGATTCGGTGCCGAACCCTGGGACGGACATACCCTTGCC 
CAAGCGCGCCGGGTAGTCCAACGCTACGCCCAAGATCCTAACTCCGAATACCGGCTGAAA 
AGCGAAGCCGAGAAACACCTCACATCCATCAACGAGCTCCGCGTACAGATACTCCTCGAA 
CAACTCCCCGTTGATGCCCTACGCATGGCTACCGACCACCGCCTGCGCTTTGGATCCCTC 
GATTCCATCCACGTCGCAACCGTCGCCGACGTCCTAAAAACACACACCTCCATCCTCACC 
ACCGTGCAAGGTATCGGCGCCCAAACCGCGGGGCGGATGAAAGCCGCAGCAGAAACACTC 
AAACAAGAAGCACTACGCCGCCAAAACACCTCCATCGGCGACGAACCTACCCAACCCGCC 
ATGCGTCTAATCAACGTGCTGGCCCGCTTCGACCAAACCGAAACCATCACGCCCGAAGAA 
CGCGCCCGCCGCACCCGCGTCATCGACTACGTAGAACACATACCCCCAAGCCTCGACCCC 
TACATCGTCATCAACCCAGCAACGCCTGAGTTCAACAACTTCACCGACGACCTCCGCTGG 
ATCGACGCAAACCCCAACCTCTTCCACCCACAAACAATCACCACCCCACCCGCCGACATC 
TGGGACGACTACATCTCCCGTCCCGCTCACTACCAAGGCCTGCTAGCCACGCTGCTCGGC 
CGCGACATCGAAGGCGCAGACGAACTCCTCGACGCCACCACCCTCCAAAAAATCAGAGAC 
CTCACCCTCGACAAAACTCATCTCACCGACCTCCACCTCCGCGGATACCAATCATTCGGC 
GCCCGCTTCGCCATCATCCAAAAGAAAACCCTCCTCGGCGACGACATGGGACTCGGCAAA 
ACAGTCCAAGCCCTCTCCGCAGCTGCACACCTTGCCGCCACCGAAAAAGACTTCCGCACC 
CTCGTCGTCGTACCCGCATCCGTCATTGTTAACTGGACCCGCGAATGCAAACGCTTCCTC 
AACCTCCCCGTATTCATCGCCCACGGAGACAACAAACAAGACGCCATCAACGCCTGGTCT 
AACACCAACGGAATCGCAATCTGCACCTACGACGGCGTCCGCACCATGGACATCCCCGCG 
CCGGGTCTGGTCATTGCCGATGAAGCCCACCTGATCAAAAACCCCTCCACCAAACGCACC 
CAAGCACTGCGCAAACTTATCGACGCCGCCCCATACACCCTTCTGATGACCGGCACACCA 
CTAGAAAACAAAGTGGAAGAGTTTGTAAATCTCGTGCGCTACATCCAACCGGAGCTGATC 
ACCCGTGGCATGTCCAAAATGCAGGCCGAGAATTTCCGCGAGCGCATCGCACCAGCCTAT 
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CTGCGCAGAAATCAAGCTGATGTGCTTGACGAACTCCCAGAGCGCACCGACTCCATCGAC 
TGGATCGACCTCACCCCAGAAGACCGCAGCGCCTACGACGACCAAGTCCGCCAAGGCAGC 
TGGATGGGCATGCGCCGCTCCGCCATGCTCTCACCAACACCACGCCTAACTTCCGCAAAA 
ATGCAACGCATCCTAGAACTCTTCGAAGAAGCAGAAGAACACGGCCGCAAAGCCCTCATC 
TTCACCTACTTCCTCGACGTCCTCGACGAACTGGAAAAGCATCTAGGCGAGCGCGTCATC 
GGCCGCATTTCCGGCGACGTGCCAGCCACCAAGCGCCAATTGCTTGTCGACGCCCTGTCC 
CACTCCAAACCCGGATCCGCCCTCATTGCCCAAATCACCGCCGGGGGAGTAGGCCTAAAC 
ATCCAATCCGCGAGCCTATGCATTATTTGTGAACCTCAAGTAAAGCCAACCATCGAACAG 
CAGGCCGTCGCCCGAGTCCACCGCATGGGCCAAACCGCCACCGTCCAAGTCCACCGACTC 
ATCGGCGACGAAACCGCAGACGAACGCATGCTAGAAATCCTGGCAGGCAAAACTCACGTC 
TTCGACGTCTACGCCCGGCTATCTGAAACCGCAGAGATTCCAGATGCTGTGGATATCACT 
GAATCACAGCTGGCAGCACGGGTTATTGATGAGGAGCGTGCACGGTTAGGGCTTACTGAA 
TCCACTGGCCCTAAAGATGAAGAAACGGCCTTAAGC 

>RXN0 1 6 0 6 - downs t r earn 
TAGTTGCCTAAGGCCGGAATTAA 

>RXN0 163 7 -upstream 

TTCGACGCCCCCCACCGGACCGCGCCGACGCCCTAATCGAACAATCCACCCTGTTCAAAG 
GCAAACGAGCTCGCCAAACCTAGCCTCC 

>RXN01637 

ATGGTGAACTCCGGACTCGACGACATGCGTGGTGCCACCTCACCGCGCCTCCTTCTGGAA 
ATCCTCTGCGCCCGACTGCTCCTGGCAAGCAATACCGTGGCAGGTCCAGCGGTCAGTAGT 
TCGACTGACGCTGCGCCTGCAGCTACTCCGGGTGGTCTCACTGGTATTGCTGCTGCCCGC 
GCGAAAGCACGGGAGTATGGACAGAAGAAGGCAGCTCCAGCTCCTGCACCAACTCCTGCG 
CCCGAGCCAGTGCGCGAACAGTCTCTTGCACCAACGCCTGAACCAACGCCAGCGGCTGAA 
CCTACATCTCAGCCCGCGCCGGAACCGGAACCCGCCAGGGAACCAGTGGTGGAAGTGCGG 
GAGGCGAGCGTCGAAAAGCAGCCTGCAAGCAGTGATCCCCTCGAAACCATTCGAAGCCGC 
TGGTCAGAGCTGCGCAACATCGTGGAAAAACAAAGTGTGCGCACCTCAATCATGCTGACC 
GAAGCGCGAGTTTTGGGACTGCGAGGCGATACCCTCGTGCTCGGTCACAGCACCGGGGCG 
TTGGCTGCGCGTTTGAACGCTGCTGATCACAACGGAATTTTGGTCAAGGTGTTGGCTGAG 
GAAACTGGTCTGCAGCTCAAGGTCGAATGCATTGTGGGCACGAACCCAGCCGAAGCTGGA 
TTT 

>RXN0 16 83 -upstream 

CCCAAAATGGTATCGCTTTGATACCAATTTTGGGGCATGCAAGGCGTTAAAACGGCCTGT 
GGACTAAAATCGGTAGGGTTGACACGAAGAAAGGTGATCA 

>RXN01683 

GTGAGCGACGACAATACCGGACAATTTGACCGCGTTAATCCCATTGATATCAATGAGGAA 
ATGCAGTCGAGCTACATCGACTACGCGATGTCAGTCATCGTCGGACGTGCCCTCCCAGAG 
GTGCGAGACGGCCTGAAGCCAGTCCACCGCCGCGTCTTGTACGCGATGTTCGACAACGGC 
TACCGCCCCGACCGCAGCTACGTGAAGTCTGCAAAACCAGTGGCAGACACCATGGGTAAC 
TTCCACCCACACGGCGACACCGCAATTTATGACACGTTGGTGCGCATGGCTCAGCCATGG 
TCCATGCGATACCCGCTGGTAGACGGCCAGGGTAACTTCGGTTCCCGCGGCAACGACGGC 
CCTGCAGCAATGCGTTACACCGAGTGCCGCATGACCCCACTGGCCATGGAGATGGTGCGC 
GACATCCGCGAAAACACCGTCAACTTCTCACCAAACTACGACGGTAAAACCCTCGAACCA 
GACGTTTTGCCATCGCGCGTTCCAAACTTGTTGATGAACGGTTCGGGCGGCATTGCGGTC 
GGCATGGCCACCAACATCCCACCGCACAACCTCAACGAGCTTGCCGACGCCATCTTCTGG 
CTCCTGGAAAACCCAGACGCCGAAGAATCCGAAGCTCTCGAAGCCTGCATGAAGTTTGTG 
AAGGGCCCAGACTTCCCAACCGCTGGCCTCATCATCGGTGACAAGGGCATCCACGATGCC 
TACACCACCGGCCGCGGCTCCATCCGCATGCGCGGTGTCACCTCCATCGAGGAGGAAGGC 
AACCGCACCGTCATCGTTATCACCGAGCTGCCATACCAGGTCAACCCGGATAACCTGATC 
TCTAATATCGCGGAGCAGGTGCGCGACGGCAAGCTCGTGGGCATCTCCAAGATTGAAGAT 
GAATCCTCCGACCGCGTCGGCATGCGCATTGTGGTCACCCTCAAGCGCGACGCAGTTGCC 
CGCGTGGTGCTGAACAACCTGTTCAAGCACTCCCAGCTGCAAGCCAACTTTGGTGCGAAC 
ATGCTCTCCATCGTCGATGGCGTGCCACGCACCCTTCGCCTGGACCAGATGCTGCGCTAC 
TACGTGGCACACCAGATCGAAGTCATCGTGCGCCGCACCCAATACCGCCTCGACAAGGCT 
GAAGAGCGCGCCCACCTCCTCCGCGGCCTGGTCAAGGCCCTGGACATGCTGGACGAGGTC 
ATCGCGCTCATCCGCCGCAGCCCAACCCCAGATGAAGCCCGCACCGGCCTCATGTCGCTT 
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CTCGACGTCGACGAGGCGCAGGCTGACGCAATTCTGGCAATGCAGCTGCGTCGCCTGGCG 
GCACTGGAACGCCAAAAGATCATCGATGAGCTCGCTGAAATCGAGCTGGAAATCGCTGAC 
CTGAAGGCCATCCTGGCAAGCCCAGAACGTCAGCGCACCATCGTTCGCGATGAGCTGACC 
GAAATCGTGGAAAAGTACGGCGACGAGCGTCGTTCCCAGATCATCGCTGCCACCGGCGAC 
GTGTCTGAAGAAGACCTCATTGCGCGTGAAAACGTTGTCATCACCATTACCTCCACCGGT 
TACGCAAAGCGCACCAAGGTCGATGCCTACAAGTCGCAAAAGCGTGGCGGCAAGGGTGTT 
CGTGGCGCAGAGCTCAAGCAAGATGACATTGTTCGTCACTTCTTCGTCAGCTCCACCCAC 
GACTGGATTTTGTTCTTCACCAACTACGGTCGCGTGTACCGCCTCAAGGCATTCGAACTT 
CCAGAGGCATCCCGCACCGCACGTGGACAGCACGTGGCCAACCTTCTGGAATTCCAACCT 
GGTGAGCAAATCGCCCAGGTCATCCAGTTGGAAAGCTACAACGACTTCCCATACCTGGTG 
CTCGCAACCGCACACGGTCGCGTGAAGAAGTCCCGCCTGCTCGACTACGAATCAGCACGT 
TCCGGTGGCCTCATCGCCATCAACCTGAACGAGGACGATCGCCTCATCGGCGCCGCACTT 
TGCGGTGAAGAAGACGATCTGCTGCTGGTCTCTGAATTCGGACAGTCCATCCGCTTCACC 
GCCGACGATGAGCAGCTCCGCCCCATGGGCCGCGCCACCGCCGGTGTCAAGGGCATGCGC 
TTCCGCGACAACGACCAACTGCTGTCCATGTCCGTGGTCCGCGACGGCGAATTCCTCCTC 
GTTGCCACCTCCGGCGGCTACGGCAAGCGCACCCCACTTGAGGATTACTCCACCCAGGGC 
CGTGGTGGCCTCGGCGTGGTGACCTTCAAGTACACCCCGAAGCGCGGTCGCCTCGTCAGC 
GCCATCGCAGTTGAGGAAGATGACGAGATCTTCGCCATCACCTCCGCCGGCGGCGTTGTT 
CGCACCGAAGTCAAGCAGATCCGACCATCCTCCCGTGCAACAATGGGTGTTCGACTGGTC 
AACTTGGAAGAAGGTGTAGAACTGCTTGCCATCGACAAGAACGTCGAAGACCAGGGCGAA 
GCATCCGCAGAAGCAGTAGCAAAGGGTGCAGTCGAAGGACCAGCATCCAAGACTGCTGCC 
GAAGAAACCGACTCCGTTGACAACGGATCCGACGAAAACGGCGAGGAA 

>RXN01 6 83 -downstream 
TAATTTATGGCATCCCGAGAAGT 

>RXN01688 

CAGTTCGAAGGCCAGACCAAAACCAAGCTGGGCAACACGGAGATCAAATCCTTCGTGCAG 
CGCATGGCCAACGAGCACATCGGCCACTGGTTGGAAGCAAACCCTGCTGAAGCCAAGGTC 
ATCATCAACAAGGCTGTCGGTTCCGCGCAGGCACGCCTTGCTGCTCGAAAAGCCCGTGAC 
CTGGTCCGACGGAAGTCAGCAACCGATCTGGGTGGACTGCCCGGTAAGCTTGCCGACTGC 
CGTTCCAAGGATCCAGAAAAGTCCGAACTTTACATCGTGGAGGGCGACTCCGCAGGTGGT 
TCTGCGAAGTCCGGCCGTGACTCCATGTTCCAGGCAATCCTTCCACTGCGAGGCAAGATC 
CTCAACGTGGAAAAGGCCCGCCTAGACAAGGTTCTGAAGAACGCCGAAGTCCAAGCGATC 
ATCACCGCACTGGGTACCGGCATCCACGACGAGTTCGACATCAACAAGCTGCGCTACCAC 
AAGATCGTGCTGATGGCCGACGCCGATGTTGACGGCCAGCACATCGCAACGCTGCTGCTC 
ACCCTGCTTTTCCGCTTCATGCCAGACCTCGTCGCCGAAGGCCACGTCTACTTGGCACAG 
CCACCTTTGTACAAACTGAAGTGGCAGCGCGGAGAGCCAGGATTCGCATACTCCGATGAG 
GAGCGCGATGAGCAGCTCAACGAAGGCCTTGCCGCTGGACGCAAGATCAACAAGGACGAC 
GGCATCCAGCGCTACAAGGGTCTCGGCGAGATGAACGCCAGCGAGCTGTGGGAAACCACC 
ATGGACCCAACTGTTCGTATTCTGCGCCGCGTGGACATCACCGATGCTCAGCGTGCTGAT 
GAACTGTTCTCCATCTTGATGGGTGACGACGTTGTGGCTCGCCGCAGCTTCATCACCCGA 
AATGCCAAGGATGTTCGTTTCCTCGATATC 

>RXN0168 8-downstream 
TAAAGCGCCTTACTTAACCCGCC 

>RXN01 68 9 -upstream 

TTTTGCCGTTTCTCGCGTTGTGCGTGGTACTACGTGGGGACCTAAGCGTGTAAGATGGAA 
ACGTCTGTATCGGATAAGTAGCGAGGAGTGTTCGTTAAAA 

>RXN01689 

GTGGCAAACACTGAACACAATTATGACGCTTCATCGATCACCATCCTTGAAGGTCTTGAG 
GCGGTACGTAAGCGCCCGGGCATGTACATCGGTTCAACTGGACCGCGTGGACTGCACCAC 
CTGATTTGGGAAGTCGTTGACAACTCAGTGGATGAGGCCATGGCTGGCCACGCCACCAAG 
GTTGAAGTGACCCTTCTGGAAGATGGTGGCGTTCAAGTTGTCGATGACGGTCGAGGAATT 
CCCGTCGATATGCACCCATCCGGTGCACCAACCGTGCAGGTTGTTATGACCCAGCTGCAC 
GCCGGCGGTAAGTTTGACTCCGATTCTTACGCCGTTTCCGGTGGTCTGCATGGTGTTGGT 
ATTTCTGTGGTGAACGCCCTGTCCACCCGCGTGGAAGCCGACATCAAGTTGCACGGCAAG 
CACTGGTACCAAAACTTTGAAAAGTCTGTTCCAGACGAGTTGATCGAAGGCGGCAACGCT 
CGCGGCACCGGTACCACCATTCGTTTTTGGCCAGACGCTGAAATTTTCGAAACCACCGAG 
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TTTGATTTCGAAACGATTTCTCGACGTCTGCAGGAAATGGCATTCCTTAACAAGGGTCTG 
ACCATCACCTTGACGGACAACCGCGCCACCGACGAGGAACTCGAGCTCGAAGCACTCGCT 
GAGCAGGGCGAAACCGCAACGGAACTATCCCTCGATGAGATCGACAACGAAACCGAACTC 
GTTGAAGAGACCACCGATGCTCCAAAGAAGCCAAAAAAGCGTGAGAAGAAGAAAATCTTC 
CACTACCCCAATGGCCTCGAGGACTACGTTCACTACCTCAACCGCAGCAAGACCAACATC 
CACCCTTCAATCGTGTCATTCGAGGCAAAGGGAGATGACCACGAGGTTGAGGTGGCAATG 
CAGTGGAACTCCTCCTACAAGGAATCCGTCCACACCTTCGCCAACACCATTAACACCCGC 
GAAGGCGGCACCCACGAGGAAGGTTTCCGCTCTGCGCTGACCTCCCTGATGAACCGCTAC 
GCACGTGAGCACAAGCTTCTGAAAGAAAAGGAAGCAAACCTTACCGGTGACGACTGTCGT 
GAAGGCCTGTCCGCGGTTATTTTCCGTGCGCGTTGG 

>RXN01689 -downstream 
TGACCCACAGTTCGAAGGCCAGA 

>RXNO 17 70 -upstream 

TGCTCATGACAGGTAATTCAACGCGTTACCCTGCTGCAGCATAAAAGAACCTGCCTCAAC 
ACACCTCCACTTTTTCTACTTTTAAGAAAGCCACATTCTC 

>RXN01770 

ATGCCAATTATCATTGATAACCTCAATTCTGACGACGACTCCACCATCGGCACTGCCACC 
GAATACAACCCTGACACTGACGCCGATTTACTTGATGCTATTAACGCTGATGCTGACCTT 
GATGGCGACGCCACCATCAGCACTAACGCGACAGAAGAAGGTGTAGACGCAGCAGCTGAA 
AAACCTAAGAAAAAGCGTAAAGCCCCTGCTCTGAAGCCTAAAGGACTCACGGCAAAGTTC 
TTCCACCGTGATCTTACTGGCGTAGGTGGTAGGACCGGTCGCCTCAACAAGAACGTACAC 
CCGACCAACCCAGATCTGTCCTACCAGCCAGTCTCTGATGTCTACACCCCACAATCAGCA 
GATCACAAGGGTATTAAGACCCGCTACATCCTTACCCATCCAACCCCCGCTGTTGTTCTC 
AGTGAGTCCATCAGCAACGCGTTTCATGTCTCTACCCTGCGTCGCAACAATAATGTCAAC 
AACTCTGATTCGGAATTGGCTGCCTGGCCGTACCTCTACCAACTCGATATTCCGCAGCTG 
GACCAGATGATTAATGTCGCTGACATCTGTGATTACCATTTCCACGGATATAACCTGTGG 
GTGGATTTTACCCCGCAGACTATCGCTCTACGATCCGGTAAGACGGTACTCGATGACGGT 
ACCACCGCCTCTGATAACACCACTCATGTCTATTACCGCGTCACCGTTCACGTTATTGCC 
GGTCAAGATCATGGATCTACTCTGCTTGATGACCAGGGCAACCAGGTGCTTGATAGGGAT 
GATAATCCTATTTCTACCCCAAGTATCAAGCGTATTGGCGCTGTCACTGATCTTTTCGAT 
CACAATCCTTTTGGCTTCGCTAGTGTAAACTCTTTCGCATTTGTCGATTTCTCATGGGAC 
CCAGCCACCACCTTGGTCGATATGCTCAACAACCTTGATTCATATCTCTCTAATCACATC 
AATATTGCCAGCTCCCCAACCCCCATTGCCCTCGATATGGTTGTGCTCAATGAATGGTCT 
GAAAAGTCCTATCAGCTGTGCGAACGCGTTGTTGCACAGGCAAAGCTCATCAACAGCAAC 
AAGATCACCGCACATGTGAGTGATGTCATCAAGCAAAATGCCCACAATATCTTGTGGTTT 
ACCGAACAGATGAACCCTGGCACCACCAACCTCAGCGAGGTACCTATCTCCAAGAAGTCT 
ATGCTGCCGATGTCTCGCCAGCTACGTATTTTGGAGCACTACGATGTACCACTGACCGCG 
TACTCTGCTCTTTTCTGGACTGTCAGCGCCATTAAGAATGAATCTATGGTGCAGTACCTT 
GTGCGACAGAATATGCAGCTCACCTTGAGCTCAAATCTGGATGCACTCAACTCCATTGTC 
TCCCAGCTCCCTGTACCAGATAAGGACGTTGTGGCTGCTTCTGGCTACCAGATTCAGCCA 
CACTTCTCCACGCAGCAGCGTGAAGCAATCACCACTGATAATCCTCTCGCGATTATTCAG 
GCCGGTGCTGGTACCGGTAAATCCACCGTGATTCTGGAACGCATTGAGTACTTGTGCGCT 
GCAGGCACCAACCCTGAAGAGATTGCTGTGCTGTCTTTTACTAATGCTGCCGCCGATAAC 
ATCACAGCAAAAAATGACAAGGTGACCTCTATGACCATCTCCAAGATGGTTCATGAGATT 
TACGCACACAATTTCCCTGATCATGAGATCTCCACCATCGACACCATTATCAATACGCTT 
GATATTGAATACGGCGATCAAATGGTGACCTCCGATTACATGATTCAGCTCCGTGACCTG 
CTCTATAAGGTCATGACGCAGGGTGGCAACGCCAACCTGACAGCGTTGAGCATCTTCATG 
GAATCCCATATCGAGGCGTTCATCTCGGTGTTGGATCAGATCAAGCAGACTTCTCTTGAG 
CTGGAAATCATCATCTGCTACCTGCTCTTGGATAAGCTGATCGAGCCTCATGCATCGCCG 
AAGTACCTCATTATTGATGAGGTGCAGGACAACTCGGTCTTCGAGTTCGTCTTTGCACTT 
CGTTTTGCGGCAAAGCACAATACGAGTCTGTACTTGGTGGGTGACTCGTCACAGACCTTG 
TATGAGTTCCGTTCTGCTAACCCTAAGGCTCTGAACTCCCTGGAAGCATCTGGTGTTTTC 
GGTACCTACCGTTTGACCACCAATTACCGTTCCAACCAGGAAATTCTTGACTTCGCTAAT 
ATCCACCTCTCGGATATTGAAGCTAACCAGTTCGCAGGTATTCAGCTCTACGCCAACTCT 
TTTGATGCACCTACTGCGGACAGCTTCAAAGAAAAGGTTGAACTGGACATGCACCATGTG 
TCTAAGCAGTCTGAGTTTACCGACAGCATTCCTTATTTCATGGAGTCCAATAAAGCTCGC 
TTTGATGCTGCGATCTTGAACAATGAGCAAACCATTGTGCTTGCTCATTCTGGTCGTGAA 
ATTCGTGCAGCGCAGCAAGCGCTAGCCGAGATGTACCCCAGCATCACGGTGCGTAACTTG 
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CAGTCCGATAAGGGTTTCAACAACACGGTATTTTCGACCTTTATTAAGGATTTCTGGTTT 
GAGGTCACCGCTGTAGACCCAGCTCATGCCGCATTTACCTTTACCAGCCAAGTCACCGCT 
CATCTAGATAAGTTGGTACGCGGAAAGCGTGAGCAGATGGAGGATCGCGTTATCCGGTCT 
ATGGCTGCATGGTGGCGTGAAAATGAGCGTGACATCCAGGGTTGGGTGCAGCAAACTCAG 
TCCGGTGCGATCACCAACGAAGAGTTCTTCTACCGTCTTCGTCAGTGCATTCTTGACTAT 
GAAATCAGGAATAACCGAGCACGTCAGTCCATGCTCAATGCGCGCAACAACGCTAACAAG 
GAGGCTGTCGCACAGGAGAAACCACTGCTCATGGTCTCCACCATTCACAGTGCAAAGGGT 
CTGGAATTCGATAATGTCATCGTGCTTCAAAAACCAAGCTCCGATGCAGAGATGACCGAA 
GAAGGTAAGCGCGCAACCTATGTGGCGCTGACCCGTGCAAAAAAGCGTGAACTCATTATT 
GCTGGTTCTACTCGCGCATACCCACGCATCGTCACCGATTATGAGCAAATCGTTGATCTT 
CTTGAAAAGCGCGATGAGGAGCGCAAAATTAAGGAGGAAGAGGCTGCAGCACTCGCCACC 
CTTGAAGCTGAACAGGAGACGCGCGCCCTTGCTGCTGCTGAGGCGCAGGCTCAGGCGTTG 
TTGCTTGAGCACAACCCGTGGTTGCGTGATCTCAGCGATGAAGAAGTCACTGCTCTAACT 
GAGCAAGAGATCATCAACAATGTTGAGCCAGCCCTACAGATTGAAGAAGAGGAGGAAGAG 
GCTCGTGCACTCGCTGCAGCAGAGCCAGCAATTCAGCAGTACTTGTCTCAGTTTGCTTTC 
GATGAGTTCCCGGACGACGACAATGTAGCCAACACTGTCGTACATGTAGCACCACAGCCT 
ATTCTCCACCAGGCAGTGCCTGCAGATGTGACTGTACAATCAAGCACCGCCCCCGTAACA 
CCTGTTGTTGCGGATCTTGAGGTAACCACTGTTGCAGCTGATCCAGTCGAACCGACTATC 
GTTGCTGCACAGCCTGAGGTGGACGACAACCTTGTCTACAGCACGTCCACCCCTAATAGT 
CACAGTGACGTTATTGCAGTGAACTCTGATACCTCAGAAAACGCTGCTGTTAATCCAGTT 
CTGTCCGATATTGAGGCACTCCGAGCAATTTTCAACAACCAGGAC 

i.4 

." % >RXNO 17 7 0 -downs tr earn 

» S TAAAAC ACCTGCTGCTGTTGAGC 

a,i i 

>RXN01 77 2 -upstream 

5 ;~ CCAGAAGGAATCCTCCCGCACCGGCTGGCTCGTTAGCCTGAAGTAGCACTTCGAATCTAA 
!|n GACCACCAAATGGACATGTCCTTTGAGTGAATAGGACACA 

liX >RXN01772 

5} ATGGAATGCATGTCCACGATTACTGATGCTGTATCCGCCCTGCGCACACTGCCTTCCCAG 
?=r TCTGCGCAGGGTTTGGCTTTTGAAAAACTCATGGTCAACTTCATTAAGTCTGACCCCACT 
CTCTCCACTGAGTTTGATGAAGTCCATCGTTGGGTCGATTGGCCATATAACGGTGGCACC 
j;!* ATGGATACTGGCATCGACTTAGTGGCTTATAACAAGGACGATGATGCTTATACGGCGATC 
j CAGTGCAAGTTTTATCTTCCCACTACTTCCCTGGCAAAAGGACAGCTAGATTCCTTCTTT 
'''4 GAAGCCTCGGGACGCACTTTTGAAACCCCTGAAGGAACACGCTCCTTTAGCAATAGACTC 
O GTTATTTCCACTACTGATAAGTGGAGTTCAAATGCGGAAAAGATGTTGGAGAACCAAACC 
O ATTCCAACTAACCGCATTGGTCTATCTGCAATTGCGGAATCCCCGATTGACTGGGATATT 
GCCTATCCAGGTTCTGAATTAACTATTAACCTGCAGCTTAAAGAGCCGTATAGCCCTCGT 
CCTCACCAGCAAACTGCTATTGAAAAAGCAATTGAAGGCTTCCAAACTCATGACCGTGGC 
AAGCTCATCATGGCTTGCGGTACCGGAAAAACCTTTACTGCCCTGCGTCTTTCTGAAGAG 
GTTGCGCGACTCAATGGCAATAAAGCTCGCATTCTTTTTCTAGTCCCTTCCATCAGCTTG 
CTTTCGCAAACACTCAAAGAGTGGACTGCACAAAAGACAATGGATCTTCGTCCTGTCGCC 
GTATGTTCTGACTCCAAGGTCTCCAAGGCTGCAGAAGATATTGCTGCTTATGATCTTGAA 
GTTCCGGTAAGTACTGATGGTGCATTGATTGCGGAAAAACTGGAGCATCGTAAGCGAGCA 
GCAGGATTGACCGTGGTGTTCTCTACTTACCAGTCCCTTCCTGCTGTTCACGCGGCTCAA 
GAAGCTGGGGCTGAGCCCTTTGATCTTGTCATCTGCGATGAAGCCCACCGCACCACAGGC 
ATCACCTTGGCTGGAGAAGACCCTTCAAACTTCACCCGCATTCATGACGCTTCTTATATC 
AAGGCAGCAAAGCGGCTGTACATGACGGCAACCCCAAGGCTTTTCGACGACTCCGTGAAG 
GGCAAGGCTGCAGATCATTCAGCTGAAGTTTCTTCCATGGATGATGAAGCAATCTACGGA 
CCCGAATTTCACCGGCTGGGTTTTGGGGAAGCAGTAGAAAAAGGCCTGCTTACTGACTAC 
AAAGTTGTAGTGATGACAGTTGATGAGCAAGTTGCAGCCAGTGCCTTAACTGTTTTGGGT 
TCAACACCTGGTGAAGAACTCACTCTGGACATGACTTCCGCAATTATTGGCGCGTGGAAT 
GGCTTGGCAAAGCGTTCGGGTAAAGAGCAAGACACCAAGACTGGTTTCTCAAGCTCTGAC 
GCAGCAATGGAACGAGCTGTTGCATTTGCGCGAGACATTAAGACTTCTCAGCAAATCGCG 
GAGTCTTTTCCACGAGTTGTCAATGCTTATACGACTGAGCTTGAGGTTAAAAACGATGAC 
GTAGATGAGCACAACCTCAATTTGAGCGTGGCATGCCAGCATGTCGATGGATCAATGAAT 
GCGCTGGAACGAAACTCTCGTTTAACTTGGCTTAAAGCTCCTACCCAGTCAATGGAAACC 
AAGATTCTTACTAACGCGCGCTGCCTTTCTGAGGGTGTCGATGTACCGGCTTTGGATTCC 
GTAATCTTCTTTAATCCCCGTAATTCCATGGTGGATGTGGTTCAGTCGGTTGGCCGAGTT 
ATGCGTAAATCTCCAGGTAAGAATTACGGATATATCATCTTGCCAGTTGCTGTTCCCCCA 
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GGTGTTGCACCATCAGCTGCGTTAAATGATTCACGCCGCTTCAAGGTTGTATGGCAGGTT 
CTTAACGCCCTTCGTGCTCACGATGACCGTTTTAACGCAATGGTGAACTCCATTGCGCTC 
AATGAGGGAAATATTAAGGATCTACCTGTTGAGACTGAGCATACTGGCCCTACAAGTAAA 
GATAGAGATAACGCACCCTATGACAGTGCTGAATCCGCTACACAATACGTACTGTTCTCT 
TTAGAACAGTGGCAAGAAGCGATCTACACCAAGCTTGTAGATAAAGTTGGTACCCGAACC 
TACTGGGAAGATTGGGCAGATGATGTTGCTGACATCGCCCAAGCACAAATAACCCGTATT 
AAAGCGCTCTTAGACAATGCTTCACCAACGATCAAAGAAGAGTTCGAGCGATTTGTTGAA 
GGTCTACGTGGCAACCTCAATGAGTCCATCTCTGACGACGAGGCAATCAGCATGTTGTCA 
CAGCATCTGATCACCGCACCAGTGTTTGACGCTCTATTTGCTGAATCAAGCTTCGCTAAG 
CAAAACCCTGTTTCCCAGGTTATGCAACGCATGGCAGATGCTCTTAATAGTGCTGAACTT 
AACTCTGAAACGGAAAAACTTGAGAAGTTCTATGACTCTGTTCGTATCCGTGCTGCTGAA 
GTAAGCTCCGCAGCTGGTAAACAAGCAGTAATTAAAGACCTCTACGAACGATTCTTTAAA 
AAGGCCTTTAAAAAGCAATCTGAAGCTCTAGGTATTGTCTATACCCCTGTTGAGATCGTG 
GACTTTATTCTGCGAGCTGCCGATGATGTGTCCAAGAAGCATTTTGGTCGTGGCTTAAGC 
GATAAAGATGTCCATGTTCTTGATCCTTTCACCGGTACGGGTACTTTTATGGTGCGTTTA 
TTGCAGTCAGGTCTAATTAAGCCTGAAGATTTGGCCCGTAAATATGCCAATGAGCTGCAC 
GCTACTGAGATCATGTTGCTTGCCTATTATGTTGCGGCCGTTAACATTGAGACCACTTAT 
TTTGGTCTCGAGGGAGAGCGTGCTCTGCGTAATGGTGAAGATGCGCCGGTCTATGAGCCG 
TTTGATGGCATTGTGTTGGGTGATACCTTCCAGATGTATGAAGACGATGACAAACTCGAT 
CTAGATGTTTTTACTGCTAACAATGACCGTATGGAGCGTCAGAGACTTACTCCTGTACAG 
GTTATTGTGGGTAACCCGCCTTACTCTGTGGGGCAATCGAGTGCGAATGACAATAACGCA 
AACCTCAAGTACCCCACTCTTGATCGACGTATTGAAGATTCTTATGCGAAGTATTCGACC 
GCAACAAATAAGAACTCTCTGTACGACTCCTATTTACGTGCTTTCCGGTGGGCAACAGAT 
CGTATTCACACACAAGGGGTTGTTGCTTTTGTTTCTAACAACGGTTGGGTTGACGGCAAT 
ACCGCTGATGGTGTGCGCCTAAGTTTGGCACAGGACTTCTCCGAGATTTATGTTTTCAAC 
CTTCGTGGCAATTCCCGAACAGGTGGTGATTTGGCTAAGCGCGAGGGCGGCAACGTCTTT 
AATGTCCGTGTGGGTACTCAAATCATTGTTGCCGTGAAAAACCCACAATTGTCTGGTTGC 
AGGATTCTTTATAAAGATATTGGTGACAATCTCAGCGCGGATGCGAAGTTGAACGAGATT 
GCCGTTGCCACAATTGAGGGCGCTGAGTGGCAGACTATTTCGCCTAATGAATATGGAGAT 
TGGATCAGCCAGCGCTCTGTAGATTTTGATACCTGGCCTGTACTCGGTGATAAGAAAAAC 
AAATCTGCATTAAAGGTTTTTCAAACCTTTTCTGCTGGTCTAAAGACTGGCCGCGATGCC 
TGGTGCTATGGGCCAACATCTGCGCAGGTAAAAACTAATATCACCCGGTTATTAGAAACC 
TATGAACAAGCTCAGCAACGGTTTAATTCGTGGGTTGTGGATAACGGAGTGACATCTCCT 
AAGGAAGCTGACGTTAATCAATTCCTTAAGCAGAACCCTGATTTAGCGGATAGCAAGAAA 
ATATCCTGGGATTCCAATCTAAAAATGTCCTTGTCACGCGGTGATACTTTTTCTTTTGAT 
CCAAGCAGCATCCAAATGTCCTTGTATCGTCCATTTTTCCCTCAACAGACATACTTCCAT 
GTTTCATTGAACCAGCGTCGATACCAGTTACCGTCAATGTTCCCGACCCCGGAACATGAC 
AACCAGGGCTTTTATATCGTCAACCCAGGTAGTGCCAAGCCATTCTCTACCCTTGCAACA 
AATCTACTTCCAGATCTTGCTATGTGGGGTTCTAACGCCGGACAGTTCTTTACCCGATGG 
ACTTGGGAACCCATCGAAACTCGAGAAGGCGAATTAGACTTCGGTAATGGACTTTTCTCC 
ACAACCCCAAAAAAGGGAGTTGAAGGCGAGATCCTTGACGGTTACCGGCGCGTCGATAAC 
ATCACCGACGAGATCTTAAAGCTCTACCAATCAAGCTTGGGTGAGGATGTCACCAAGGAT 
GACATCTTCTACTTTGTTTATGCACAGTTGCATGATCCTGCCTATCGTGAGGCCTATGCG 
GCTGATCTAAAGAAGATGCTGCCACATATTGAAACCCCTACTGATCGCGCACGCTTTGAT 
CACTTTGTGACAGCCGGCAAGGAATTGATGGATCTTCATATCAACTATGAAGATGTTGAA 
CCATGGGATGTGGAGGTAAAGGTCAAAGAAAAAGCTGATCCCACGGATCGTGAGACCTGG 
CGTGTTACCAAGATGAAGTGGGCTAAGGTTCGTGATCCAGAGACCAAGAAATTGGTGGAG 
GACCATACCACCTTGATTTACAACAGCTCAATCACCATCAGCGGCATCCCCGAAGAAGCT 
GAAAACTATCAACTAGGTTCACGTTCTGCCATCGCATGGCTTATTGACCGTTACCAGGTG 
AAGAAAGATAAGGCGTCCGGCATTGTTAATGATCCCAATGATTGGGCTGATGAAGTGGGT 
AACCCTCGCTACATTGTGGAGCTGATTGCTAAGGTCACCCGCGTTGCCGTTGAGACCATG 
AGAATTGTAGAGGAGCTT 

>RXN0 177 2 -downs t r earn 
TGAGTTTTCCTACTGCAGCTTCC 

>RXN017 86-upstream 

AAGCATCTTGGTGCGCGGGGGTGTTGGGCTGGAAGGTACCCTGTATTTCATGACTTCTTC 
TTCCAGCTTTTCTCGTTTTGATGGCCGCGCACAGGATCAG 

>RXN01786 
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ATGCGTGCCGCCAAAATCACCCGTGGATTTACTTCCAACCCTGCAGGCAGCGTGCTTGTA 
GAATTCGGCAATACTCGTGTCATGTGCACCGCTTCTGTGGAATTGGGTGTGCCTCGTTTC 
AAGCGTGATTCAGGTGAAGGCTGGTTGACCGCAGAGTACGCGATGCTTCCTGCTGCGACT 
GCGGAGCGTAACCGTCGTGAATCCATGGCCGGCAAGGTCAAGGGACGCACTCATGAAATT 
TCTCGTCTGATTGGTCGTTCTTTGCGTGCAGCTGTGGATCTTTCCCAGCTGGGTGAGAAC 
ACCATTGCGATTGACTGCGATGTTCTGCAAGCTGACGGCGGTACTCGTACTGCATCGATC 
ACCGGTGCGTATGTGGCGCTGGCTGATGCCATCAAGGTTCTGCAGGAGCGCGGGGTTGTT 
CCAGGCAGCCCACTTCTTGCACCAGTTGCTGCTGTTTCCGTTGGTCTGGTCGACGGTAAT 
GTATGCCTTGACTTGCCATATGAAGAAGATTCCCGCGCCGATGTTGACCTCAACGTTGTT 
ATGACCGAACACGGTGAATTCGTGGAAATTCAGGGCACCGGCGAAGAAACTACCTTCACC 
CGCGCGCAGCTCAACGACATGCTTGACCACGCTGAAAAGGGCTGCCGCGAATTGGTTGCT 
GCCCAAAAAGCTGCACTGGGAATC 

>RXNO 17 8 6 -downs t ream 
TAAAACCACAACAGAGTTAAGGA 

>RXNO 187 6 -upstream 

TCCCGGGCCACCCTGATTTGGATCGTCGTTATATCGGTCGCATGGGTCTTGATGTGCGTG 
AAGATAATCCCGCACGTTGCTGTTGGATTGGCGCTCCCCC 

>RXN01876 

ATGGCGCGCCCGTTTTATCTGGCCACCACCGTTTCACCGGAGGGCGTGCATATCCGCCGG 
CACATTCGCACCCGTGGGCGCGTTGTCACGGGTGTTGATGATGAGGTATTGACCGGTGAG 
ATGGCCGATGTTATCGAGCAGGGTGGTGTCGGCTCTGAATCTGTGCTGCACCAGGCGTTG 
GAACAGGCCCGCAGCGGCCACATGCGCAACATCGTTGAAACAATTCAGCGCGAGCAGGAT 
GAGATCATCCGCGATACCACCCGCGGTGTCATGGTTGTTCAAGGTGGCCCTGGAACAGGT 
AAAACTGCGGTCGCGTTGCACCGTGTGGCTTATCTGCTTTATACCTGGCGCGATCAGCTG 
GCTAAGTCTGGCGTGTTGATCATTGGCCCGAACAAGACATTTTTGGAGTATATTTCTCAC 
GTTTTGCCTGAACTCGGCGAGACTGGCGTGGTGTTGTCCACCGTCGGTGAGCTGTTCCCC 
GGTATCGTCCCAACGGGTTCCGAGGACACTTTGACCAGGGAAATTAAGGGCAGCGAGGAA 
ATGGCCAGCATTTTGGCCGAGGCAGTCAAGGCGTATCAAGTGCTGCCAGAGAAGACCATC 
GTGGTCTCTGTTGATGGCATCGAGATTTCCATTGATGAGAAAACGGTGGCAAAATCCCGC 
ACCCGAGCTCGTCGTGCCAGGCAGTCGCACAATTCCGCACGCCCAATTTTCCGCGAGCAT 
TTAGTCGAACAACTCGCGCACCAAATGGCTCAAACGATCGGCGCGGATCCGCTGGGCGGC 
AAAAACCTGCTGTCAGCCGCCGACATCGATCAGCTGCACGATGATTTGCTTGACGACGCG 
GCCCTCCAGTCCGTCATCGACGATTTCTGGCCGGAGCTCCGGCCTCAGGACGTCCTGCAT 
GATCTGTTGATTTCCGAAGAGCGCATTAATGTTGCTGCCGCGGGGTATGACGAGGAAACT 
AAGTCTGCTTTGCTGCGTGGTGAACTCGATCCGTGGGCACCATCGGACGCTGCATTGCTT 
GATGAGTTAGCCCTGCTCATCGGTCTTCCCGATCCAGAGGAGGCACGGGAGAAGGCTGAG 
GCCAAATGGCGCGAGCAGATCGATGACGCTCAGGAAGTCCTGGACGTTCTTAGTTCATCA 
CAGTCATCGGATATTGATGATGTCACGGAAGCTGAAGTTCTCTCCGCTTTCGACGTCATC 
GATGCGGAAACTTTGGCACAACGCCAAACTGTCACGGATAATCGCACCACTGCGGAACGT 
GCACAGGCGGATCATAAGTGGGCATATGGTCACGTGATTGTAGATGAAGCTCAGGAGCTC 
AGTCCGATGGAATGGCGCATGGTGTTTCGCCGTAGCCCTTCGCGATGGATGACCCTTGTG 
GGCGATATTGCACAAACTGGTTGGCCTGCCGGCGTTGACGATTGGGCAGAATCACTGTGG 
CCCTTCGTCGAAAAGCGTTTCAGGCACCACGAGCTCACCGTTAACTACCGCACCCCGGCC 
GAGATCATGTCGGTGGCCAATGAGCTTTTGACGCAGATCAATCCTGATATTGCGCCGGCA 
ATGGCGATCCGCGAATCTGGTCGAGAGGTAGTGAACTTGCCGCTTGATGCCGATTTGTCG 
GCAGTGATGGATAGTTTGCGTGAGGAGGATTCACAGCGCACCATCGCGGTGATTTCTTCG 
CGCCGCCACCACGAAAGCGATTTCTACCTGGTCGATGACATCAAGGGCTTAGAGTTTGAC 
CACGTCATCGTGGTGGATCCTGCGGGAATCGTTGAAGAATCCCCCCAGGGATTGCAAGAC 
CTCTACGTTGCGGTCACTCGTGCAACGCAGAGCCTCACCATTTTAGGTGAG 

>RXNO 1 8 7 6 - downs t r earn 
TAGCAGGTTATGAGCTCAGGGCC 

>RXN0 19 12 -upstream 

TAAGACTTAGAAAGGGGCTTAACATGGCAGTCGTAACCATGCGAGAGCTTCTCGATGCTG 
GTGTGCACTTTGCCACCAGACCCGCCGCTGGAACCCAAAG 

>RXN01912 
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ATGCGTCGTTTCATCTTCACCGAGCGTAACGGCATCTACATCATTGACCTTCAGCAGACC 
CTGACCTACATCGATCAGGCTTTCGAGTTCGTCAAGGAAACCGTTGCTCACGGTGGCACC 
GTTCTTTTCGTTGGTACCAAAAAGCAGGCTCAGGAAGCTGTTCAGGTTGAGGCAGACCGC 
GTTGGTATGCCTTACGTGAACCACCGTTGGCTCGGCGGCATGCTGACCAACTTCCAGACC 
GTTTCCAAGCGTCTGAACCGCATGAAGGAACTGCAGGCAATGGATGCTGCAGAAAACGGC 
TACGAGGGTCGCACCAAGCGCGAAGTTCTCATGCTGACCCGTGAGCGCACCAAGCTGGAG 
CGCGTCCTCGGTGGTATCGCAGAGATGACCCGCGTGCCTTCCGCACTGTGGATCATTGAC 
ACCAACAAGGAGCACATCGCTGTCGCTGAGGCTCACAAGCTGAACATCCCAGTTGTTGCC 
ATCCTGGACACCAACTGTGACCCAGACGTTGTTGACTTCCCAGTTCCTGGTAACGACGAC 
GCAATCCGCTCCACCGCACTGCTTTCCCGCGTTATCTCCACCGCTGTGGAAGAGGGTAAG 
AAGGCACGCGAGGAGCGTCAGCTGGCAGCTGCTAAGGATGCAGCAGGCGACGCAAAGCCT 
GAGGCAGAGGAAGCACCAGCAGCAGCTGAGGCTGAAGAGGCACCTGCAGCTGAGGCTGAA 
G AGGC AC CTGC AGCTG AG 

> RXN 0 1 9 1 2 - downs t r e am 
TAAGCTGCCCTTAACTGCAGTTT 

>RXNO 19 51 -upstream 

CGCTACCGCGTCATCGACTTCCGTCGTAACGACAAGGATGGCGTATTGGCAAAGGTCGCT 
CACATCGAGTACGACCCAAACCGTACCGCTAACATTGCAC 

>RXN01951 

TTGCTTCACTACTTCGATGGCGAGAAGCGTTACATCCTCGCACCGAAGGGCCTGACCCAG 
GGCACCGTTATCGAGTCCGGCGCTGCAGCCGACATCAAGGTTGGTAACAACCTGCCACTG 
CGTAACATCCCGACTGGTACCACCATCCACAACGTGGAGTTGAAGCCAGGCGCAGGTGCA 
AAGCTGGCACGTTCCGCTGGAGCTTCCATCCAGCTTCTTGGTAAGGAAGGCTCCTACGCA 
GTTCTGCGTATGCCATCCTCCGAGATCCGACGCGTAAACATCCGCTGCCGCGCGACTGTT 
GGTGAGGTCGGCAACGCCGAGCAGATCAACATTCGTTGGGGTAAAGCTGGTCGTATGCGT 
TGGAAGGGCTGGCGCCCAACCGTCCGTGGTGTCGTTATGAACCCGGTCGACCACCCACAC 
GGTGGTGGTGAAGGTAAGACTTCTGGTGGTCGCCACCCAGTCTCCCCATGGGGACAGAAG 
GAAGGCCGCACCCGCAAGCCTAAGCGTTACAGCGATGACATGATCGTTCGTCGCCGTCGT 
GCTAACAAGAACAAGAAGCGT 

>RXN0 1 9 5 1 - downs t r earn 
TAAGAGGAGGTAACGGTGAATGT 

>RXN019 66-upstream 

GCTGTCCAAGGCCATGAATTTTGTGTCCTCTGTTGCTCCAACCGCTGTGCTCTCCCCTGT 
TATGGGCTGGGTTTATAAGAAGATGGGTTAGTTTTTAAAA 

>RXN01966 

GTGTCTGAATCTGAAAACAACACAACACCAGCAGTCGCAGCTCGCGATGACCGTCTGGTC 
TGGGTCGATCTGGAAATGACTGGTCTAGATTTGAAGCGCCACGTGATCGTGGAGGTTGCG 
GCGTTGGTCACTGACGCTAACCTCAACGTTTTGGGCGAGGGCGTGGACTTGGTTGTTCAC 
GCAACTGAAGAAGAGCTCGCGCAGATGGATGATTTTGTCACCAACATGCACGAATCCTCT 
GGGCTGACTGAGCAGATCCGGGAATCCGCGGTCACGTTGAAGGAAGCCGAAGATGCTGTG 
CTCGCATTGATTGAAAAGCACTGCGATCCAGCCCATCCTGCACCGCTAGCTGGTAACTCC 
ATTGCCACTGACCGCGCGTTTATCCGCGAACATATGCCACGTCTTGATGAGGCCCTGCAT 
TACCGCATGGTGGATGTGTCCTCGGTGAAGGAATTGGCGCGTCGCTGGTACCCACGCGTG 
TACTACAAGCAGCCGGAGAAGGGTTTGGCGCACCGCGCGTTGGCGGACATTGTGGAGTCG 
ATTCGGGAGTTGGATTACTACCGTCGCTCATTTTTTGTTGCAGAGCCTGGTCCTACCTCT 
GAGCAGTGCGCAGATGATGCGCAGGCAGCGGTGGACCGTTTTGCACCCTACTTTGAT 

>RXN019 66-downstream 
TAGAGGGTTTTAAGCAGCCTGGT 

>RXN01979 

CTGGGTCACGATTTCCGCCCCGATTATCGCCGCATCCGCGACCTGTTAGCGGGACTTGCG 
CCCAATATTCCCGTGCTAGCAACCACAGCCACCGCCAATGACCGCGTGGTTGAAGATGTC 
CGTGCCCAACTAGAAGATGGCACAGGTTTGTTTCGTGGTGGGATAGACCGTGAATCCCTT 
TACCTATCAGTGGTGAACCTGCTCAACCCCACCGAACGCCCAGCTTGGCTTGCCACCCAC 
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CTCAAAGAACTGACGGGTTCGGGCATCATTTACTGCCTCACTGTGTCAGCTGCACATGAT 
CTTGCCGATGCACTTAATTCTGTTGGATGGAATGTTGCCGCGTACACCGGTCGAACCGAA 
GCAGGAGAGCGCGAACGTTTAGAACATGCCTTGATCAACAACGAGATCAAAGCACTAGTA 
GCAACCTCTGCACTGGGAATGGGCTTTGACAAACCTGACCTTGGATTTGTTGTGCACATG 
GGCAGCCCCAGCTCACCGGTGTCTTATTACCAGCAGATTGGTCGCGCCGGGCGCGGCACC 
GCTCGTGCCGATGTCATCCTGCTGCCAGGAACTGAAGACAAAGAGATCTGGGAGTACTTT 
GCATCAGTATCGTTCCCACGCGAAGAGGTAGTCCGCCAACTGCTTGCGGTGTTAACCGAT 
GAGGCGCAATCCACTGTCAAATTGGAATCACAAGTAGATCTTTCCCGATCACGCCTTGAA 
CAAGTACTTAAAGTGCTAGACGTAGATGGCGCAGTCAAACGTGTACGTGGCGGATGGGTC 
TCCACCGGGCAAGAGTGGATCTACGATGCGGAACGCTACGCAGGACTTGAACAAGCAAGG 
AAAATTGAACAGCAAAGCATGGTGAACTACCAGAACACCACTGAGTGCCGCATGCTGTAC 
CTCCGCAAAGAACTAGACGATGTGGAGGCAACTACTCCGTGCGGGCGCTGCGACAATTGC 
ACGGGCAAAACGTGGGGGCTCGACACCGATGCCTCGATCACTTTGAAAGTGGACCAACAG 
CTTCAAACACCCGGAGTGAAAATAGCCCCACGAAAAATGTGGCCGACTGGCATTAGTGTC 
AGAGGAAAAATCGCAGGGCTAGAAGAAGGACGAGCACTGGGACGACTCAATGACATTGCC 
CGTGGACCTGCACTAAAGGCCCTGCTGGACAGCGGAGCTTATTCTGATGATCCATGGATG 
GCACGCATCATCGAAGTGCTGAAAAACTGGGATTGGACCAACCGGCCTGCCAACGTGGTC 
GCTCTCGGCAATACCAACTTTGGATCAACTGAGATGATCATCCAGGTAGCTCAATCAATC 
GCAGCGGTGGGACGAATGAACTTTGCGGGTGTACTTCCCGCCGCGCCGGGTGCTGAAGAA 
GTCATGGCTCAGAATTCCGCATACCGAGTAGAAGCCCTATTGAAACAATGGGACTGGTCG 
CAAGGCTTGCAACTAGTTCCCGGTCCCATTTTGCTGGTGACAGACCTTATTGATACTGGC 
TGGTCGGTGACAGTTGCAGGAAATGGCATTGCGCAGCGGACCTCAGAGAAGGTGCTGCCG 
TTCGCTTTAGCGAGTAGGGGA 

>RXN01 979 -downstream 
TAGGTGCTCTGGGACGAGAGCAA 

>RXN02 03 8 -upstream 

CTGCTGCTTCCGCAAAGAAGCTGCACGTTTTCTCCGGCTCCGAGCACCCATACGCTGCTC 
AGAAGCCTGAGGCCTACGAGATCAAGAAGGTGGCCCAGTA 

>RXN02038 

ATGTCAGAGCCTATCCAGAACGAGAACGTAGAGAGCAACGTCGCAGACGCTGCTGACATC 
GCTGCAGCAACCGCTGCAACCGAGGAGTTCACCAACACCATCGGCGATGCAATTGCTACT 
GCTTCCGAAGAAGAGACCATCGAGGCTGCACCAGTAGTACTCGACGGCCCAATCCAGACC 
GTTGGTCGCCGTAAGCGCGCCATCGTTCGCGTCCGCCTTGTAGCTGGCTCCGGCGAGTTC 
AAGTGCAACGGTCGCACCCTGGAAGAGTACTTCCCTAACAAGCTGCACCAGCAGCTGATC 
AAGGCTCCTTTGGTCCTTCTGGACCGCCTGAACCAATGCAACATCGAGGCTTCTATAAAG 
GGACCTAAA 

>RXN02 03 8 -downstream 
TAGATCGGC C AGGTTATGGC AAT 

>RXN02 07 0 -upstream 

AGCACGGATCAGGACCTCAAGATTTGTCTGACCCCACTCAGGGTGATGTTGCAGACGAAT 
TTTAGGGAGTATCAAAACTTGGGACTACTATCGATACGTG 

>RXN02070 

ATGACTCAAGTAACCGAATCCGCTGTCCGCAGCGCGCTATCCCGCGTAGAGGATCCAGAG 
ATCGGTAAGCCCATCACAGAGCTCGGCATGGTCAAATCAGTGTCCATCGACGGCTCTGAT 
GTCCAGGTGGAGGTCTACCTGACGATCGCGGCTTGCCCGATGAAAACCACCATTGTCACC 
AACACTGAAGCAGCTCTCAAAGACATCGACGGGGTTGGCCAAGTTCATGTCACCACCGAT 
GTCATGAGTGATGAACAGCGCCGTGCGCTCCGCGTCTCCCTGCGCGGTGAAACTTCTGAG 
CCAGTGATTCCATTCGCTCAGCCTGGTTCCACTACCCGCGTTTACGCTGTTGCTTCCGGC 
AAAGGTGGCGTAGGAAAATCCTCCATGACGGTGAACTTGGCTGCAGCCCTAGCCAAGCGC 
GGGCTGTCTGTGGGAATTTTGGATGCCGATATTTACGGACACTCAGTGCCCGGAATGCTC 
GGCTCGGACCAACGCCCACACCAGGTCGATGACATGATCATGCCTCCCCAGGCGCACGGC 
GTGAAGATGATATCCATTGCTCACTTCACCGAAGGAAATGCTCCTGTGGTGTGGCGTGGA 
CCAATGCTGCACCGTGCCATCCAGCAATTCCTCACTGACGTGTTCTGGGGCGACCTGGAT 
ATTTTGCTGCTGGATCTTCCTCCAGGAACTGGTGACATCGCCATCACCGTTGCCCAATTG 
ATCCCGAATGCTGAGTTGCTCATTGTGACCACTCCTCAGGCTGCCGCAGCTGAGGTTGCC 
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GAGCGAGCAGGAACGATCTCTGTGCAGACCAACCAGAAGGTTGCTGGCGTGATTGAAAAC 
ATGTCTGCCATGGTGCTTCCTGATGGCACCACCATGGATGTTTTCGGCACCGGCGGCGGT 
CAAAAGATTGCTGATCGTCTTACCGCTGTGACAGGTGAAGAGGTCAAGGTTATCGGATCT 
GTTCCATTGGATCCGAACCTGCGTATCGGTGGCGATGTGGGAAATCCTATTGCGATTTCT 
GAACCACACTCCCCAACCGCTGCAGCGATCAATGAGATCGCTGAACACCTAGCTCACCGC 
AAGGTATCGCTGGTGGGTAAAACGCTTGGGCTTGGCGTTAAA 

>RXN02 07 0 -downs tream 
TAAAAGCTAAATAATATCGGTCC 

>RXN02 0 8 2 -ups tream 

GCTCGTATCGCAGACCAGGTCATGTGGACACAGTTATTGAGCAATGGGGCGAGCCGCGTG 
ACGTTGAAGGCTTTGTGGAGCGCTAGACTTTAACCCCGTT 

>RXN02082 

ATGTATTTGAAATCGTTGACGCTCAAGGGGTTTAAGTCTTTCGCGTCTGCGACGACCCTG 
AAATTTGAGCCAGGCATTTGTGCCGTGGTGGGTCCGAATGGTTCAGGCAAATCCAATGTG 
GTTGATGCGCTGGCCTGGGTGATGGGTGAAGGTTCTGCGAAGACCTTGCGTGGCGGCAAA 
ATGGAAGATGTCATTTTTGCTGGCGCGGGCGATCGTAAACCGTTGGGTCGCGCAGAAGTC 
ACGCTGACCATTGATAACTCTGATGGCGCACTGCCCATTGAGTACACCGAAGTGTCGGTG 
ACCAGACGGATGTTCCGTGATGGTGCAAGTGAATATGAGATCAATGGGGCGAAAGCTCGA 
TTGATGGATATCCAGGAGCTGTTGTCGGATACCGGTATTGGCCGTGAAATGCACATCATG 
GTGGGGCAGGGAAAGCTCGCAGAGATTTTGGAGTCCCGCCCCGAAGAGCGCCGAGCGTAT 
ATCGAAGAAGCTGCGGGTGTGCTCAAGCACCGGCGCAGGAAAGAAAAGGCGCAGCGCAAA 
CTTCAGGGCATGCAGGTCAATCTTGATCGTTTGCAGGATCTGACCCATGAGTTGGCCAAG 
CAGCTCAAGCCGTTGGCTAGGCAGGCGGAAGCAGCGCAGCGTGCGGCGACGGTGCAGGCT 
GATTTGCGTGATGCGCGTTTCCAGATTGCTGGCTTTGAGATCGTGAAGCTCTCGGAAAAG 
CTGGAAACCTCTACTGAGCGCGAGAAAATGATTCGTGAGCAGGCGGAAGCAGCACAAGAG 
CAGCTGGAAGAAGCCACCACAACTCAGATGGAAGTGGAGATGGAGTTGGCGGAGATCACT 
CCGCAGGCTGAAGCTGCGCAACAGTTGTGGTTTGATTTGTCTTCGCTGGCTGAGCGGGTG 
TCGGCAACGATGCGTATTGCTGCAGACCGTGCGAGTTCAGGTGCCGCGGATGTGCCGTAT 
GCGGGCCAGGATCCTGATGAGTTGCTTGGTCGGGCCGAAACTGCTGACAAAGAATTAGAA 
GAACTCGAGATGGCCGTGGAAATGACCACCGAGCGTTTGACCTCCATTCAAGAGGAAGCC 
GAGGATAAGGCCGCGCAGGCTCGTGAGGCTGAGCGTGAACACTTGGCGCAGGTCAGGGCG 
ATTTCTGATCGTCGTGAAGGTGTTGTGCGCCTGCTTGCATCTGAGGAATCTTTGCGCACC 
CAGCACACGTCAGCAGAGGAGGAAGCTGAGCGACTCAGTGAGCAGCTTGAGGAGTTCATC 
GGCCGCATTTTGGATGTGGAACGTGAACGTCGCCTCACCGATGAGCGTAAACAGGGCGTT 
GACACGGATCGTGCGCCCTTGGAAGAAGCCCTCAAACAGGCAAAACATGAAGCCGAAGCA 
GCAGAGACTCGTCTTGAGGAGCTTCGTACTAAGCGCAGCGATCTGGAAAAAGAAGTATCC 
AGGTTGCAGTCGCGCATTGAGACGCTTAACCAAAATAGGCCACGTTCCGATGCTGCTGAT 
GTGGTGGATTACCCGCAGCTGGCCACGTTGATTCGACCGCAACGAAACGTCGATAAGGCT 
CTCGCTGCCGCCCTGGGTGCGCATGCCGAGGCGCTGGCTGGCGAGGCTGCGGAAGGGCTC 
GTCGAGAAGCTTATCGACGCCGGCGTTGCACGCACCATCATCGTTGATGGCACGCAGGCT 
GGCGGCGCATGGCGCCTGGACGCGAACATTCCGGCCGGGGCGAGCTGGCTGCTCGACCAT 
GTTGATCTGGATCCGGCGATTGCCGGCCCGGTAAACCGGCTGCTTGCCGACGTTGTGCTT 
GTCGACGACCCCTCCCTCGGCCGCCAAGCAATCGAGGATGATCCCCGTCTGCGTGCCGTT 
GACCGCAATGGTGTGCTCATCGGCGCTGGGTGGATTCAGGTCGGCACCGAAACCTCGACT 
GTGGAAATCACAGCTCATATTGAGGAAGCAGAAGCTCAACTTGCTGCGGCCTCTGCCGCC 
TTGGACGACATTGCCGGCACTTTTGATGGCGCCCTCCACGCTGCCGACAACACTCGCGTC 
GAGGTGGCTGCCCGCACCGCAGCCCTGCGCGAACTCGACATGACCAGGGATTCCATCACC 
CGCGATCTCGCGCGCTTGGACAAACAACATGAGGCCGCCGAATCCGAGCGCGTCCGCCAT 
GTTGGACGCCTGCATGCTGCGGAAACACGCCGTGAAGAGCTGCGCGAACAGTTAGAAGAC 
ATCGTCGATCGACTCTCCCGCGTGGAAGACGAAGAAGACGCTGACGAACCCTCAACCACC 
GCCCGCGACCAAGCAAATGCCGAGCTGCAACAAATCCGCGCCATGGAAATGGAAGCACGC 
CTTGCCCAACGCACCGCCGAAGAGCGCGCCGGGCAGCAGCGGGGCAAGGGCGATAGTCTG 
CGACGCCAGGCCGAGCATGAGCGCCAAGCCAAAATCCGGCATGAACAAGCCATGGAAGCC 
CGTCGCAGGCGCACCCAATTGGCTGCAGCCGTGCATAATGGCGCACGCGATGTGGCCGAG 
CGTGTCTCAAGTGTCCTTGCCCAAGCAGCCATCGAAAGAGATCAGCACAACCGCGACAAA 
GCGCTGCTGACCTCACACTTAGCGCGCGCCAAAGATGCTGTGAGTGCTGCACGCCAGCAC 
CTCAATCGACTCAGCGACAACGCCCACTCCATGGAACTTGCGCGCAGCCAAGCTCAAGTG 
CGCATGGAGGAAGCCGTTGCCAAAATCACCGAGCAACTTGGCATTCCGGTCGCAGAATTG 
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CTGCGCGATTACACCCCAGATGAAAACTTTGATGAAAAGTTCCAACGGGCACGCCTCAAA 
CAAGCCGAAAAAGACCTCGCCGCACTAGGCAAAGTCAACCCCCTGGCCTTGGAAGAATTC 
AAAGCCCTTGGAAGAGCGCTACGAGTTCCT 

>RXN02131-upstream 

GTGCATCGTTTCATGTTGCACAGGATCACAGAAGTAATAGTGGATAACTAGCCTAGAAGT 
GACATAATGGACGTTTAAACCTCGTTAGGAGAAGCATTTC 

>RXN02131 

GTGGCTTTTGGCGATGGACCTTTAATCGTCCAATCCGATAAGACAGTCCTGCTAGAAATA 
GATCACCCCCAAGCAGGCGAAGCACGCATAGCTCTAGCACCTTTTGCAGAGCTCGAGCGT 
GCACCCGAGCATATTCACACCTACCGCATCACCCCTCTGGCGTTGTGGAACGCGCGCACC 
GCAGGCCACGACGCCGAACAAGTCGTGGACATGCTGGAGCGTTTTTCACGCTTCCCCGTT 
CCGCAAGCGCTCCTGATCGACATCGCAGAGACGATGTCCCGCTACGGACGTGTGCGCCTG 
CACCGTCACCCCGCACACGGGCTGATCCTTGAATCTGGCGAACCTGCGATCCTGGTGGAA 
ATCTCCCGGCACAAAAAGATCAAACCCATGCTGGGCGCACAAGTGGATCCTGAAACCATC 
GTGGTCCATCCGTCAGAACGCGGGCGCCTCAAGCAGGAACTGCTCAAGGTCGGTTGGCCA 
GCGGAAGATCTCGCGGGATATGTGGACGGTGAATCCCACCCCATTGGTCTCTCCACTGAA 
TTTGAAGACTGGTCGCTGCGCGATTATCAGCAAATGGCAGCCGATTCCTTCTGGGAAGGC 
GGTTCCGGCGTAGTCGTGCTGCCTTGTGGCGCGGGTAAAACCATGGTCGGTGCAGCCTCC 
ATGGCTCGCGCACAGGCAACCACCTTGATCCTTGTCACCAACACCGTGGCCGGCCGACAG 
TGGAAAGACGAACTTCTTCGCCGCACCACACTCACCGAAGACGAAATCGGTGAGTACTCC 
GGCGAACGCAAAGAAATCCGACCCGTCACCATCGCCACCTACCAAGTAGTCACCAGGCGT 
^5 ACCAAAGGCGAATACAAAGCTCTCGAGCTTTTTGATTCCCGCGACTGGGGCTTAATTATT 
i=fl TACGACGAAGTCCATCTTCTTCCCGCCCCCGTTTTCCGCATGACCTCCGACCTGCAATCC 
O AGGCGACGCCTCGGACTGACTGCCACCCTCGTGCGCGAAGACGGACGAGAAGGCGATGTC 
S! 2 TTCAGCCTGATCGGCCCCAAGCGTTACGACGCACCATGGAAAGACCTCGAGTCCCAAGGG 
|;f| TTCATCGCCACCGCCGACTGCGTAGAAATCCGATCCACCATGACCGATGCTGAGCGCATG 
,3 GTGTACGCGACTGCCGAGTCGGCAGATCGTTACCGTCTAGCCGCCACTGCCCACACTAAG 
s7| GTGGCCGTGGTGCGCAAACTCCTCGAAGAGCACGCTGGTAAGCCCACGCTGATCATCGGC 
" " GC ATACCTCGATCAGTTGGAAGAACTAGGTGC AGAATTCAACGCACCAGTCATCGACGGC 

J'^ AAAACGCCCAACAAAAAGCGTGAAGCCCTCTTTGATCAATTCCGTTCCGGCTCGCTTTCC 
GTACTGGTTGTCTCCAAAGTGGCGAACTTCTCCATCGACCTGCCCGAAGCATCCGTAGCC 
fa'* ATCCAGGTCTCTGGAACATTCGGCAGCCGACAAGAAGAAGCCCAACGCTTAGGCCGCCTC 
I'll CTGCGACCCAAGCACGATGGCAGCGAAGCCCACTTCTACTCCATCGTCAGCCGCGACACC 
CTCGACACCGAATACGCAGCCCACCGCCAGCGATTCCTCGCCGAACAAGGCTACGCATAC 
I; J CGCATCCTCGACGCCGACGACATCCTCTTCCCACTACCCAAGAAAGAGCTA 

>RXN0 2 1 3 1 - downs t r earn 
TAACGTGCACAACTTCTCCTTCG 

>RXN02 2 93 -upstream 

TCCACAACCCGCTAGAAAACACATCATCGCCTTAGGTTTCTCTGTAGAAGTTAGGAAAAA 
GATGTGTTCACTCAGCAAATTCTTAATGTACAGGCAATTG 

>RXN02293 

ATGAGTTCAAGAATTGGCAATTTTCTTATAAATCGCATTTCCACGGGCCTGCCCGTAGAA 
AATATTATCCCTCACCTGCAAGAAGCTTTTTCGGCCGGACCTAAAAACCTTGTCATTCAG 
GCCCCTCCCGGCACAGGAAAAACGACACTTCTCCCCCCATTAGTAGCTAACATCTTATGT 
AATGAAGGAGCGGGAAATGCCACCCCAACCAAGGTTTTAGTAACGGCACCTCGTCGTGTG 
GCCGTCCGAGCAGCAGCTCGCAGACTCGCCCAACTAGATGATAGCCAGCTCGGAACAAAA 
GTGGGATTCAGCGTGCGTGGTGAACATATTTCAGGCTCCCACGTGCAATTTATGACCCCC 
GGTGTGTTAATCCGCCAGCTCTTAAACAACCCAGAATTACCCGGCATCGGCGCTGTGATT 
ATCGATGAAGTCCACGAACGTCAACTCGATTCCGATCTACTGCTAGGAATGCTTGCTGAA 
CTCAGTCAACTGCGCGACGATTTCTCCCTCATCGCCATGTCCGCAACCTTAGATTCAGAT 
AAATTCGCAAACTTATTAGACGCTCAGGTCCTTAGTGTTGAAGCACCGATTTTCCCCTTA 
GACATTTCTTATGCTCCAGCCCGCGCGCCTCGCCTCAATGCAAAAGGTGTCGACTGGGAT 
TTCCTCGACCACATGGCGCAGAAAACTCACGATGCGGTGACACATTCAGAGCACTCTGCA 
CTCATTTTCGTCCCAGGTGTGCGTGAAATTGATCGAGTAATGAGCACGCTCAAATCGCTC 
GGCCATAATAATGTTTTCCCACTTCATGGCCAACTCAGCCCGACCGAACAAGACCGCGCC 
CTCGCACCGTCACAACAGCAGCGCATCATTGTCTCCACTCCCGTTGCGGAAAGCTCCCTA 
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ACTGTGCCTGGAGTTCGCATCGGGGTGGATTCCGGCCTCTCACGAAGCCCCAAACGAGAC 
TCTGCCCGCGGCATGACAGGACTGATCACCAGCAGTTGCGCGCAGGCTTCAGCAGGCCAA 
CGCGCAGGTCGCGCTGGCCGTGAAGGACCAGGACAAATAATCAGATGCTATTCCGAAGAA 
GACTTCTCCCACTTCCCACGATTTGTGACACCAGAAATCAGCTCCGCTGACCTCACCCAA 
GCAGCCCTCTGGCTCGCCCAATGGGGAACGTCACCTGCGGATTTACCGCTTCTTGATCAA 
CCCCCTCACGCAGCCTGGACGGCTGCACAACAGATCCTGCGCCTCATCGGCGCGCTTGAA 
GGTGACGCTATCACGAGCCTGGGACATCGCTTATCGACGCTTCCCCTCTGCCCTCAACTC 
AGCGCTTCTCTCCTCCGCTTCGGTGAACAATCCGCAAAAATCTTGGCGGTGGTGTCCGAA 
AACCCGCAGGGGGACGTCGAAAAGCAACAACCCGACAAGCGTGAAGTGGAACGCCTTCGC 
CGTTTGGCACCTGCGTCGGTTGGAAAAGCGAGTGCGGGGCAAATCGTAGGCGCTGCATTC 
CCGCAGCTCATCGGCCGAAAAATAGACAATGGAGAATACCTTTTAGCCAGTGGAACCCGC 
GCACGCCTCATGGATTCAGATCTCAAAGATGCCGAATGGATCTCCGTTGCTGCAATTAAC 
CGCTCACAAAATTCTGCCATCATCCGCGCCGCCGCCCGCATTTCAGAGGACGATGCCATA 
GACATCATCGGAGTCGTGGAAGAAACCCGCGCGATTTTTGTCAACGGAAAAGTCCAAGCC 
CGGAAGGTCAAAGCAGCAGGCGCGATCGAATTAAGTTCCACTCCGACAAAACCAACACCC 
GCCGAAGCCTCGGAAACAATCGCCACAGCCCTTGCCAAAGGCGGAATCGACCTATTCCAC 
TTCTCCGACAAAGCGGCATCCTTGCGTGACCGACTGAAATTCATCCACGAACACCGTGGC 
GAACCCTGGCCAGATATTGAAACTGCGGACCCGCACCTGTGGTTATCTCCAGAAATTGAG 
GCGCTCAGCCACGGAACACGACTAAACAATATCGATATGTAT.CCCGCACTCCAGCGACTT 
CTCCCCTGGCCTGAAGCAACCAACTTTGAAGAATTCGCTCCTTCCCACCTATCCGTACCC 
AGCGGGAATCAGCACCGACTAGATTATTCATCAGGCAGGCCAGTTATACGAGTGAAATTA 
CAAGAATGCTTCGGATTAGAAGAATCCCCGCAGCTCTGCGGAATCCCGGTGCAATTTCAT 
CTCCTGTCACCTGCGGGAAGACCTCTTGCAGTTACCGATGACCTGCGTAGTTTCTGGTCT 
GGCCCGTACAGCCAAGTCCGTGCAGAAATGCGGGGCCGGTACCCCAAACACCCGTGGCCG 
GAGGATCCATGGACCGCTCCTGCCACTGCGCGCACCAAGAATCGCATG 

>RXNO 2 2 9 3 - downs tr earn 
TAGTTTTGGCACGACTTGATGTG 

>RXNO 2 3 5 7 -ups t ream 

TATACCTTTGAATATCCTTTCCGGGTGTTGGATCGTGAAGCTGATCTGCGTGCTGCATAT 
GCAAAATTTGAAAACCAGCTTAAGGAGCCATAGAGCGCTT 

>RXN02357 

ATGTCCTCACTCATTCCTGTCCATGCGGCTGGCAGCATTCAAGAAGGCATCACCGAATAT 
TTGACCACCAGTTTTTCCCTTGCGGATAAGCAAGTGGCCACCGAGCTCAAGCGGTTCTTG 
GGCCACGGTGATTCCGGCATGTTCCACGGGCCTTATGTGCGTGCACGTTTGCCCTATGCT 
CAGGCACAGGAATGGGAAAATGTGCTGAGTTGGTTACCTGAGAACTTTGTGCCCTATCAC 
CATCAAAAAGCGGCGTTTCAGCGGCTGAGTTCCCTCGATAACCGAGGTAAAGATCGCCGC 
CCCGATCCCACCTTGGTGGTAACTGGAACGGGTTCCGGTAAGACGGAATCTTTCCTCTAC 
CCGATTCTGGATCATGCCCTGCGCCTGCGGAAACGTGGCCAACAAGGCATCAAGGCGCTG 
TTGCTTTATCCCATGAACGCCTTGGCCAATGACCAGGCAGATCGTTTGGCGCGGCTCATT 
CACAATAACCCAGCACTTAAAGGTGTTACCGCCGGTATTTATACCGGTGAAGCCAAGGGC 
AATCGCACGCAGATGGGCGAAAGGGAGCTTATTAATGATCCCCAAGCCATGCGGGTTAGT 
CCCCCAGATATTTTGCTCACCAACTACAAAATGTTGGATCAGCTCTTGCTGCGCAGCGTC 
GACCGCGAAATGTGGCAAAAATCCGCCACCTCTTTGCAGTATTTAGTACTTGATGAGTTC 
CACACTTATGACGGTGCTCAAGGTACAGATGTGGCGTTGTTGTTGCGGCGTTTGGGGCTC 
ATGCTGAAATCCCAGCAGCCTGCTAATTTTTTGGATGATAGTGCCATGCACCGGCCATTG 
GGCATTATTACGCCAGTGGCTACCTCAGCAACCTTGGGTTCTGGTGATTCCGGGTCCCCC 
ATGTTGGATTTTGCTTACACCATTTTTGGTGAGCGTTTTCCAGCTGATGCCATCGTCGGG 
GAAACTCGCCTGGAGCTGGATCAATGGCGCGCAGAAATTGCCCAGAATTTTGGTGCCCCA 
GCAGTTAGCGAGCCCCGTGAGCTACCCACTGTGGAAGATATTGAGGTGGTTTTAGATACC 
ATCGCCACAGCTCAACATGAGGACGATTATGCACAGCTCTGCTTCCGCGTTTTTTGTGAG 
AAAGTGTGGCTGTGTGAGGCTGATCTGCACGCAGCGATCAGTGCTTATGCGGCTCATGAT 
TTAACTGCTGCGATTTTGCAGCATGCTGCTGATTCCACCCCGCTTAGCAGGCGTGATCAA 
GATGAGGTCACTGCCCTTCCGGAGCTGGTATTGGGGGCTACCGCCCGCATCTTAGGTGAG 
GTTAAAGCTGCGGAATTTATCAGCCATGCACTGGCTGCCATGGCATTTGTGCGCGCGGAA 
TACGGCAAAGTTGCCGCCTGGGGTGCCAAGCGCCTACCTGGCGTCGAAACGCATCTTTGG 
GTGCGCGAGGTCTCCCGCATTGACCGCGCCCTGGGGGTTGGGGATGAACAATCCATGTTT 
CGCTGGTCCGATGATGGCCCGGCAGAAGATGCCAATACCCAACAATGGTTGCCGGCGTGT 
TATTGCCGCAGTTGTGGCCGTTCCGGCTGGATGGTCAGCCTGGAACAAGGCACCAATATC 
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CCGGTGTTGGAAGAACAAAAAATTCGCCTCAACTCCTTTGAACAACCCCATAAACAAAGA 

GCGCTTCTCGACGCCACCTCTGAGCAGCGCGCAGCCATTGAGCAGGGGCGCAGCGTTGCT 

GGGCCGCGAGGAGTTGATGGCACCTCAGCAGTGCTGTGGTTCCATAGCGCCAGCAATGAA 

CTCAGCACGCGCCAACCCAGCCCAGAAGAAGAACAATCAGGTTCTTCTATCGCAGTGCTC 

ACCCACTTTGGCCCTGAGGCAGACGATCTCTCCGCCAAACAGACCTGCCCTTCCTGTGGT 

GATGTTGATTCCATCCGTTATATCGGATCGGGAATCTCTACCCTGCTCTCTGTCTCACTC 

TCCAATCTTTTTGGTATGGCCGATTTGGATAGCGCTGAGAAAAAGACGCTGGTCTTTGCC 

GATTCCGTGCAAGATGCCGCGCACCGCGCCGGGTACGTCCAAGCACGTTCCCGCGCTTTT 

GCCCTTCGTACCTATACCCGGCGCGCAGTGGGTGATAATGAAGTCACCTTGCCATCAATC 

TCCCGGGCGCTGATGGATAACGCCACCTCTGGGCGCACCCGTTATGAGCTCCTACCCCCT 

GACCTGACCGATCTTGATATTTACAAACCTTATTGGCACCCCGATGCCAGCAAGGCTGAG 

CGCCGTGAGGCCTCCCGCAATGTGCATAAACGTTTAAGTTTTGATCTCGCCCTCGAGTTT 

GGACAACGCGCTGATCTACCCCGTTCCCTTGCGCTGACCGGCGCTTTGAGTGCTTTTGTG 

GATTTGCCCAAAGGTGTTGCATTGTCCGCGGCTGC'CGAAGCACTTTATGCCATCGAAGTT 

CCCACCTTAGATATTGAGGATGAGAACCTGCGACTGCGCTGGGTGCAAGGTGCCCTGGAA 

CTTTTGCGCGCCCGCGGGGGCATCAACCATGAGTGGTTTGGCGCCTACCTGCGCACCGAT 

GGCAACCCCTATATGCTTAACCGCCGCCAAGCCCGCGCTGAGGGCATTCCCGGTTTTGTC 

CGCGGTGGTGCACCTGAATTCCCACGTGTAGGTTCCGCACTTTCCGGATCCCTGCGTTCC 

AGCACCGGCACCACCCCGCTTGGTAGCCCGCGCGGACGTTATGCGTCCTGGACCTCGCAG 

GTGCTTGGCATCAGCACCCACGATGCCGCCACCGCCATCACAAAGCTTTTCGACGCTTTA 

AGCAACCGCAGCATTCTCTCCTCAATATCTACCGACAGCGGCGGAAAAATCTACTGCCTC 

GAGGCCGAACGCATCCGTATTTTTAGCGAAGACCATCCCGAAGTTCTGGAATGCAGCGTG 

TGCCATGCCCAAACTGGTGTAACTGATCATGTGCGTGACTTCCTTGATGGCGCTCCGTGT 

TTTAGCCCTAGTTGTGGGGGCGTTCTCCATATCGAGGAAGTAGAAGACAACTACTACCGC 

AGGCTTTATTCCGCAATTGAACCGCGCACTGTCATTGCCCGCGAGCACACCAGCATGCTC 

AAGAAAAAAGACCGCCTCGCACTCGAACAATCCTTTAGAGGTGGAGAAGGCTCGGCCAAA 

CAATCCCCCGATGCGCCCAATGTGTTGGTAGCTACGCCAACGCTGGAAATGGGTATTGAC 

ATCGGCGATCTCTCCACCGTGATGCTTGCGTCTTTGCCAACATCAGTGGCCAGTTATGTA 

CAGCGTGTTGGTCGTGCCGGGCGCCTCAGCGGAAACTCGTTGGTACTCGCCGTGGTGCGT 

GGCCGCGGTGTCACATTGCCTCGTCTTAACCAACCGCTCTCCATGATCAAGGGAGCTATT 

ACCCCACCAGTTGCGTATCTTTCCGCCAGTGAAATCTTGCACCGCCAATTCTTGGCATAT 

GTGATCGACTGCTTAGATACTCGCGCCGAACTGCCAAAACTCGAAACAGCAATTGATGTT 

TTTGATAATGCCGCCGGAAAAACACCTTTGGTTGCATTACTCAAAGCGCAGATTCACGCA 

GGCCTAGATCCTTTGCTGGAGGAATTTGTACGCACCCTCAACATGCAAATCAGCATTGAT 

AATATTTTCGAACTGCGCACTTGGGCATCTGGAAATAGCACAGACTCCCTCCTCGCGCTG 

CTGGAAACCTCCCAAAAAGAGTGGATGGAAGAACGCCGCAGCCTTACCGCGCGGCGGGGA 

GAACTCGAAAAAATCTTTGACAAACTAGATGCGCGCAATGATGCACATGATGAAGAGCTA 

AAGGAAGAAAAACGTAAAACCGCAGCTTCCCTTAAAGCCGTCAAACTTCAAATCCGTGAT 

CTACTTGGTGAATTCTGGATCGCTGCTTTGGAGCGTTATGGTCTCCTGCCCAACTTCACC 

CTGGTTGATGATTCCGTAGAACTTAATGTGGCGGTTACTTCGTTCAACCCCCAGGAAGTG 

GAATTTGATACCAAGAATCATGCCTACTCGCGTGGGATCTCTGCAGCGCTTTTTGAGCTC 

GCTCCCGGTGCGACCTTTTATGCCCAAGGAATTGCTGCCAAAGTTGATTCCATTGAGATT 

GGTGAACATGGCTCTGCCATTGAGCAATGGCGGTTGTGCCCCGTGTGCTCGCACTCCGAA 

ATCCTCCAGCCGGGTGTCTCTACACCGGGATCGTGTCCTACCTGTGGCTCCCCCGCCTTT 

GCCGATAAGGGACAAATCCTAGAGGTAGTGCAAATGCGTAAGGTTTCCTCCGCAGTGGAG 

AAAACTCGCGCTGCCATTAGCGATGACCGTGAAGATCGCTTTAGCACCCGCTTTAACCAG 

CACGTCAGCTTTGTCGTTCCACCAGATGGCCATGGAAAATCCTGGTATTTGAATGATGGT 

TTTGGCATTGAGCATCTGCCCAAGGTGGAATTACGCTGGCTGAACTTAGGAATTGGCAAT 

GGCCAAAAGCGTCGGCTCGGTGGCTTTGAAGTCACCAGCCCACTATTTAATGTGTGCCGC 

CACTGTGGACATTTAGATTCCGAGGCAGGAGCTAACTCACGCTGGGATCACCGACCCTGG 

TGCCCACACCGTTATGAGCAAAAAGAAGATACCGTATCTTTCGCTTTGGGTCGTACTCTT 

AAAACCCAAGGCGTGCTCATGCTGCTGCCCGAATATTTTGGCAGTGAAGCCGATTCTATG 

GTGGTAACCAGCCTCATTGCTGCTATCAAATTAGGATTTCGTGAGGTGTTGGGTGGCGAT 

CCTGACCACCTGGATGTCACCAGTGTGCAGGTCCCCCGTACTTCTGGCGATGGTGCACTT 

GATGCCCTTTTGCTGCACGATCAGGTTCCAGGAGGCACAGGTTATCTTAACCAATTTGCC 

GATCCTACAAAGGTTCCTGAACTTATTTCCCGAGCTTGGGAGCGGGTGTCTAGGTGCCAA 

TGCCAGTATGATGAAACGCTGGCCTGCCCAGAATGTTTGTTGCCTTATACCCGCACTGAC 

ACGCTCCTCCATACTTTCCGCGCAACTGCAGAAAAATCCTTGCGCGCAATTTTGCTCAAT 

AGCTCGCGCCCCGAAGAAATCACTGACCTTTCTGCAGTACCGGACTGGACTTTCTTGGAA ' 

AAGCGCCCAGAGAACACTCTTGGCTCTCAGTTGGAACTGCGTTTCCGCGTGATGCTGCGA 

CGCGCCTTAAAAAATCGCCATGCCAAACTTGTGGACCGCGTCAACGGCTCAAACTCTTAT 
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GTGGATATTGAGATGAGCTCCGGTGTGCGCTGGCGGATGAGCGAACAAGTTGATCGTGGA 

TATACACGCCCTGATTTCTGGTTTGAACCGCTCAACGGCAACTATCCCACCGTGGCTGTT 

TTTACCGATGGCGCTGCGTTCCATATCTCTTCAGCTAACTACCGTCTTGATGGCGATATT 

CAGAAACGGATGAAACTAGCGCTCGATCCAGACAATATTTTGCCGTGGAATATCACTAGC 

TTAGACCTCGACCGCTTTAGTAATCCCGCTGCACAAGGTGAGGAACCAGCATGGTTTAGC 

CCCATCGGCAGGCAGCTCAGCAAAGCAAATTTGATTCTTGATCCACAATCAACTGCACTC ' 

CTGGCAGCAACGCCTATGGATCAACTCTTGGCATTTTTAGATAATCCCGCGGCATCCTCG 

TGGAAGGAGTTTGCTCATATCGCTGCTGCTCACATGCTTGGGCATAATCCACAAAAAAAT 

GGCGACGGAATTGTTGGTACCTTCCGCAATAAGATTTCCTTGCGGGCCACCATGGTTAAT 

CGGGAACTGCGCGCCCGCCAATTGTGGCTTGCTCCCACCACTCCAGAAGAGCTGGAAGTG 

GATACCTGGACTGCCTTCCTCAATTTGGCCAACCTCATGTGGCTGGCACCGGAATCCGTA 

TACGTAAGCACTAATGGTTCACCGCATAAAATTGATATTGTGCCTGCTCCAGCAGCTCCG 

CTTGTTGTTGAAGTTCCTGAATTGTGGGCTCCCATCTTGGATGGCTTTACCGCCGATGAA 

GATGAAGAAGCCGAAGGCGCTTTGCAGATCTTGGCTAAGGAACATGCCCTGGTTCCAGAG 

ACCACCGGTGATGAGCTCTCGAGTATTCCTACGATTGCTACGTGGCCGAGTGTCAAGATC 

GCTTTGCTCTATGAATCTGATCCCGATGAGCCTTTGGAGGATGATCTCAAAGCTGAAGGT 

TGGACGCTGCTTTTTGCAAATGACCTCGAGACCTCCGATATTCCCGCTGCCCTTCGTCCC 

>RXNO 2 3 5 7 - downs t r earn 
TAGTACACCCAAAGTTTATGAAA 

>RXN02 3 7 0 -upstream 

GAGCACCCGATGGTTGTTGCCATGCGTGATCTCGTGGAAAGCGATGAACACGATCTGGAT 
CAAGAATTTGAGGAACTCGCTGCATCAATGATCGTTCTCG 

>RXN02370 

ATGACTCCGATCTATGATGATGTGGACAACGACAAGCTCGACGAGCCTGAGCGCATTCTT 
GCTGAATCCACCGTGGAACCGGAGGAAGGACCACGCATGAGGGCCCGCCGTCAACGTCAG 
GAATCTGCTGCGGATGATATTGCCGCGATTGCAGCTGCTGCCGTGGACATTGCTTCTGAA 
GAAGACCCTGATGAGCCTTCGGGATCGTCGTATGTGTCTGACTTTGAGGCAGAGCCTATT 
GCACCTGTAGTTGAGAAGGCTGCTGAACCTGTGGCTGAGCCAACCGCTGATTATGAAAAG 
GCACGTGCCGAATTTGAGGCAAGCCCACGCAGGCGCCGCAAGACTCGTGGCAATTCACGT 
TCGGATCATGCTCCAAAGCCAGAGGATTTCGCACCTGTAGTTGAAGAGGTTGCTGAGACT 
CCAGTGAAGACACCTGCGCGGAAGGCTCCACGCCGTAACCGTCCAAGTGAGCTCAGTTCC 
GGTGCGCCGTCCTCTGCACCATCGACCAGGAACCGTCGCCGCGCAGTGCGCCGTCAACTG 
GTGGAAGCTCCTGAGACCGTCGTTGAGATAGCACCTGAAGCAGCACCAGAACAGGTTGCA 
GAGCCTCAGGTTGAATTCGACCAGCCAGACAACCGCCGAAAGCGTCGTCGTGCTGTGCGC 
GTGACAGCGGCGCCGGTGGAGAAGAAGGTGGCGTCGACAAGCAATGCGCGGGCGCCGAAG 
AAGGAACCTCAGGCGGCGAGCACCACCAACCCAGGCCGCCGTAGGCGGGCTACCCGACGA 
GGCCCACGAAGC 

>RXN02 3 7 0 -downs tr earn 
TAGGGTATAAGGGCGGTTTGTGT 

>RXN023 71-upstream 

TTGGCTCCGCATGTCTAAAACGCAATTGTAAAACGTAAGTCCAATCAGGGACTCATCATC 
CGAGTACCTGAGCCGAGAATCAGATAAGGGGTAGCCCTCT 

>RXN02371 

ATGTACGCGATCGTCAAGACCGGCGGAAAGCAGTACAAGGTTGCCGAAGGTGACCTCGTT 
AAGGTCGAGAAGATCGAGGGTGAGCCGGGTGCATCCGTGGCTCTCACCCCGGTTCTGCTC 
GTCGATGGCGCCGATGTAACCACCGCCGCTGACAAGCTCGCTTCTGTGAGCGTCAACACC 
GAGATCGTCGAGCACACCAAGGGCCCGAAGATCAAGATCCTGAAGTACAAGAACAAGACC 
GGATACAAGAAGCGCCAGGGACACCGTCAGCCCCTGACCGTTCTGAAGGTAACCGGAAAT 
CAAGTAAGCCCTCGG 

>RXN02 46 8 -upstream 

TCGTTGTATTGGAATGACCCTATTGTAACCGTGCAACGATAGTATCTAAGTTGTGTCTTC 
TGAAAGCCCCAGACCTACGTTCACAGAGCTCGGCGTTGCG 

>RXN02468 
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GTGGAAATCACCGACGCACTCGAAGCCCTCGGCATCAACCGAACTTTCGCGATCCAGGAG 
TACACACTTCCCATCGCGCTCGACGGCCACGACTTCATCGGCCAAGCCCGCACCGGCATG 
GGCAAAACCTACGGATTCGGTGTCCCACTCCTCGATAGAGTCTTCGACTCAGCCGACGTC 
GCAGAAACCGACGGTACCCCCCGAGCCCTCGTCATCGTGCCCACCCGAGAACTCGCAGTC 
CAAGTCGGCGACGACCTCCAACGCGCAGCAACCAACCTGCCGCTAAAGATCTTCACCTTC 
TACGGCGGCACCCCCTACGAAGAACAGATCGACGCACTCAAAGTCGGCGTCGACGTTGTC 
GTAGGCACACCCGGACGATTACTCGACCTGCACAAACGAGGCGCGCTATCGCTCGACAAA 
GTAGCGATCTTAGTCCTCGATGAAGCCGACGAAATGCTCGATCTGGGCTTTCTGCCCGAC 
ATCGAAAAAATCCTCCGTGCCCTCACCCACCAGCATCAAACCATGCTGTTCTCTGCCACG 
ATGCCCGGCGCGATCCTCACACTCGCACGCAGCTTCCTGAACAAACCAGTGCACATCCGA 
GCCGAGACATCGGACGCCTCAGCAACACACAAAACCACCAGACAAGTGGTTTTTCAGGCA 
CACAAAATGGACAAGGAAGCCATCACCGCGAAAATTCTGCAGTCGAAAGATCGCGGCAAA 
ACGATCATCTTCGCCCGCACGAAACGCACCGCAGCGCAAGTTGCCGAAGACCTAGCCTCC 
AGAGGATTCTCCGTCGGATCAGTGCACGGCGACATGGGCCAACCAGCCCGCGAGAAATCA 
CTCAACGCATTCCGCACAGGAAAAATTGACATCCTTGTAGCCACAGACGTAGCCGCCCGA 
GGCATCGATGTTGATGACGTCACCCACGTGATCAACTACCAAACCCCCGACGATCCTATG 
ACCTACGTCCATCGTATCGGACGCACGGGACGCGCAGGGCACAACGGAACAGCCGTCACT 
CTTGTCGGGTACGACGAAACCCTCAAATGGACTGTCATCGACAACGAACTCGAACTCGGC 
CAACCAAACCCACCACAATGGTTCTCCACCTCACCAGAGCTGCTTGAAACACTCGACATC 
CCAGAAGGTGTCACCGAACGAGTCGGACCACCAACCAAAGTTCTAGGCGGAACAGCCCCA 
CGACCACCACGCCGCACCCGGAAA 

>RXNO 2 4 6 8 - downs t r earn 



>RXN02 72 7 -upstream 

GATCAGTTCCTAGATCTCGTTGAGGACGCCCTCGTTCAGTTCCAAGAGGAAAACGAAGAC 
CTAAAGCAGCAGGTCGAAGAGCTAGAGGCGCAGGTTGCCG 

>RXN02727 

GTGGTCCTTCTTCCGCTGCTAGTTCCTCAACTGCAGGTGCAGCCACAGTTGCAGCTTCCA 
AGTCTGTTGACGAGGCAGCGCTGCGCAAGGAAATCAAAGAGAAGCTGCGCTCCGAATACG 
GCATCCAAGCTCGATGATGCCTCCAAGGCCGCTCAGAAGGCTCAAAACGATGCGAAGTCC 
GCTCAAGATCAGCTACAGCGTGCACAAGCTGACGCAAAGGCAGCTCGCGACGAAGCTGAA 
AAGGCCAAGGCTGAAGCTAAGTCAGCAGCATCCTCCAGCACCACTAAGGCAGCAGCGGTT 
GGCGCTGTCGGCGCTGGCACCGGAGCAGCAGTTGCTACAGGTGCTGCAAATGTGGACACC 
CACATGCAGGCAGCGAAGGTTCTGGGACTCGCACAGGAAATGGCAGACCGCCTGACCTCA 
GAGGCTCGCTCCGAATCCAAGTCCATGCTGGACGAGGCTCGCGAAGCAGCAGAGAAGCAG 
ATCGAGGAAGCAAACAGCACCTCCAACCGCACTCTGGAAGATGCTCGCGCAAACGCTGAG 
AAGCAGATCGCTGAAGCGCAGAACCGCGCTGACACTCTGGTCAACGAAGCTGACGCTAAG 
GCTAAGAACCTGGTTTCCGAAGCCGAGAAGAAGTCCGCAGCCACCCTGGCCGCATCCACC 
TCTCGTGCAGAAGCTCAGATCCGTCAAGCCGAGGACAAGGCAAACGCCCTCCAGGCAGAC 
GCAGAGCGCAAGCACACCGAAACCATGGCTGCAGTCAAGGAACAGCAGAATGCTCTGGAG 
ACCCGCATCGCGGAACTGCAGACCTTCGAGCGTGAGTACCGCACCCGTCTGAAGTCCCTC 
CTCGAGGGCCAGCTGGAAGAACTCCACGCACGTGGCTCCTCTGCACCAACCAACAACAAG 
CCATCTGGTGAG 

>RXN02 72 7 -downstream 
TAAAAAGAAAGATTAGTTATCTT 

>RXN02 7 64 -upstream 

CTTGCAGGAGTTCTCTGAGAACAACGATCCGAATGTTATTTCGAACCTAAACAGGGTGGA 
ATCGACACTCGTGTCGTATGTTTCTGACAAGATTTGAGGT 

>RXN02764 

ATGTCGGAATACAAACCACCCATTCCATCGGATCCACAAGTTCGGCTGATTAAGCCAACA 
TCCAAGCTTCGTCCTCGTTCGTGGGAGGGCGAAGTTTCGCATTTAGTTAAACAAGGCACC 
GGTTTGTGGCGGGTGACTGGTGAGGCGGGCTCGGGGGTGAGCTCCGCTGTTGTCGATACT 
GTCCTTGAACGCATTCGCCAAGGGTGGGAGCCGTCATCGATGTTGGTTGTCGCCACGTCG 
AAAGAGGCGGCGAGTCGCTTGAGGCAAGAGATCTCGGAATCCGTAGCCCAGATGGATTAT 
GTGTCGGAGGGGCCGTTGGTGCGATCGGTGCACTCGGTGGCTTTCGCGCTGATTCGTGAT 
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GCGTCGGATGATGATGTGCGGTTGATTACGGGCGCTGAGCAAGATGCGGTGATTCGGGAG 
TTGCTGCGTGGTCATGCTGATGATGGTCGTGGGGGGTGGCCGCAGGAGCAGCGTGAGGGT 
TTGCGGATGGTGGGGTTCGCTAGGCAGTTGCGTGACTTTTTGCTTCGTGCGGTGGAGCGT 
GGTGTGGGCCCTGATGAGTTGGTGGAATTGGGGGAGCGATTTGAGCGCGCCAATTGGGTT 
GCTGCGGGTGAGTTCCTTCGTGAGTACAAGCAGGTGATGAAGCTGTCGGGGGCGCATAGT 
TTTTCTGCGTCTGAGTTGGTGACTGAAGCGCTGCGTGGTCCTGAGCCGTCGGTGAAGTAT 
CGCGGTGTGTTTATTGATGATGCGCAGCATTTGGATCCGAAGTCGGCGGAACTTGTGTCG 
CGGTTTTTCCCTGAGGCGGAGTTGGCTGTGGTGGCGGGTGATCCGCAGCAGTCGGTGTTT 
AGGTTCCGTGGTGCGAATCCGGATTTTCTCACCAAGTTGAGTGTGGATCACGAGGTGGTG 
TTGAAGGGGAGGAGGAAAGCGTCGACAAGCATTGTCGTGGCAGAGACCGAGTCGGCGCAT 
GCGGACCTGCTTGCTGACACGGTGCGGCGCGCGCATCTCATTGATGGGCGCAGCTGGTCG 
GAGATCGCTGTTATCGTGCGCTCGGCCGGCATGATTGCGCCGATTTGGCGCACCCTGCTG 
GCCGCCGGCGTGCCCGTGCACATCAGCCCGACTGATGTGGTGCTCGCCGAACAACGTATC 
GTTGCCGCAATGATTCTCGGGCTGCGCGCGCTGACGGAATCGCTCAACGCCATCGAGTTG 
GAGGATCTTCTCCTAGGACCGATCGGTGGCGCCGATCCGGTGACTCTGCGTCGTTTGCTG 
CGCGGGTTGCGGCAGGCGGAGATGAAGATGGGTGGGCAGAGGCGAGCGATCGAGGTGCTC 
AGAAGCCTGCTCGCAGAGTCGGATGCGGAGATGTTGGGCTTTTTGACCGATCGTGAGCTG 
AATTTGCTCGAGCGGGTGCGATCTGTGTTGGAAGCGGGTCGTGAAGCGCTCGCGGAACAC 
GGCAGTATCGAAGAGGTGTTGTGGGCGCTGTGGTCGGCGACCGATCTGTCGAACTCGTTG 
TCCGCGATCAGCCTTCGAGGCGGCGCATCGGGGTCCCAGGCCGATCGCGATTTGGATGCG 
ATGATGGCGCTTTTCGACGCCGCCGGCGACTACGTGGAGCGCTACCCGTCAGCGGGCGTG 
CGGAGTTTCATTCTGCATATTTCTGAGCAGGAACTTCCGACCGGCATGCGTGAGCGACGC 
GGCGCGATCCCGGAGGCCGTCGAGGTGCTGACGGCGCACGCGACGACGGGTCGTGAGTGG 
AAGCGCGTGATCGTTGCTGAGGTGCAGGAGGGCAGTTGGCCGTCGCTCGGTGAAACTGGC 
ACGCTGCTTGGTCAGGAAGAGTTCGTCGATTTGGTGGATGAGGGTATTGATCCCGATATC 
ATCATTTCCCGATCCGCCGAACGACTGGCGGAGGAACGCCGACTGTTCTACCTCGCCACC 
ACCAGATCCACCGAATCGCTCCTGGTTACCGCTGTGAATTCCCCCGACTCCGACGAAGTC 
CGCGAACCCTCCCGGTTTTTGGAATTGCTGAGTCAACCGATCGTTGTTCTCGAGGGGGAG 
GAAGCTTCGGCGATCGCGGAACCGGAGGAGATTGGGCATCGGTTGTTGTCGATTCCTGCG 
ATGGTTGCTGAGTTGCGTCGTGTGGTGAATGATCCGCGGGATCCGCGTCGGAAGCAGGCT 
GCGAGGCAGTTGTCGAGGCTTGCGGAGGCGGGGATTCCGGGTGCGAATCCTGCCGAGTGG 
ACGAATCTGCGCACTCCGTCGACTGATGAGGAGTTGATCAAGGGGGCGGTGTCGTTGTCG 
CCGTCGCGGATTGAGCAGTTGTTGAATTGTCCGCTGCGCGCTGTGTTGGATCGTTTGGAC 
AGTGAGGAGGAAACGCCGATCGCGATGCTCAAGGGCACCTTGGTGCACGCGTTTGCGGAG 
GCGGTCGCCGGTGGCGTCGATGCGGCGCTCGCCGAAGAGAAGGTGACCAGCGCCTACATG 
CAGCTGGCGAACGTGCCGAGCTGGTCGCGCGAAAGCACCGAAATTGCTTTTCGACGCATC 
CTCTCACGTACCGATACCTGGCTGAAGACTTCTCGCGCCGATTTTACGGAAGTGGGAACG 
GAGATGGACGTATCGGTGACCATCGATGACTCCGTATCGATCCGTGGTCGCATGGACCGT 
TTGGAGCGAAACAAATCCGGCGAGTTGGTGGTTGTTGATTTCAAAACGGGCAAAACTCAA 
ATCGCTGCAAAAGACATGGGCGATCACCCACAGTTGTTTGCGTATCAATTGGCGTTGTCG 
AAAGGCGTGCTGCATGGTGACAAA 

>RXN02819 

AAGCTGCAAATCGGTGATGTCATTGCCATGCCTGGTAGAAAACGACCAGTTCTCGCAGTA 
GTGATGACGCCTGCTAATCAGAGCAGAGATCCCCGCCCATGGGTGACCACCGAATCTGGT 
TGGTCAGGTCGTGTGGATGCGGAATCCTTTACTAATCCGCCGATCACCATTGGGCATATG 
CGTCTGCCTCGCCAAGCTATTGAAGAGCCTCGCCGCAATGCCCGGCGCGTCCAGGAACTG 
TTTAGGCGTGAGCACTTCAAGCGACCCAACAAGATGCGGGAGTTTGCTCGGGTTCGTCCC 
AATGAGGCAGTGACCAAACTGCGTAATGCTATTCGGGATCATGAGGCGCATCATTGGCCT 
GATCGGGAGCACTTGGCTCGCACCGCGGAGCGTATGATCCGTAAAGAACGTGATCTGGCT 
AAGTTGACCGGCAATGTGGATAAAGCCAGGGAAACCCTCGGTAGGACGTTTGAGCGCATT 
TTGTCGCTGCTCAGTGAAATGGACTATGTGGATTACTCTAATCCAGATAATCCAGTGATC 
ACTGATGAAGGTGAGCGTTTGGCGAAAATCCACAGTGAGGCAGACCTGTTGGTTGCTCAG 
TGCCTCAAGCGTGGCATTTGGGACAACCTTGATCCCGCAGAGCTCGCCGGTGTGGTGAGT 
ATGTGCACGTTTGAAAATCGTCGCGAAACCGGTGGTGAGGCTCAAGCTGTCACAGAGGCC 
ATGGCTGATTCCATGAATAGCGTGGAACGTATTTGGGGTGAGCTGGTTGAAGATGAGCGC 
CGTCACCGTCTGCCAATTACTCGCCAGCCGGAAGCAGGTTTTGCCACCGCGATCCACCAG 
TGGGCTTCAGGTGCTCCGCTGGGATATTGCATGGCTGCGGCAGCGGAAAACGGCGCGGAG 
TTGACCCCTGGTGACTTCGTGCGCTGGTGCCGTCAAGTCATCGATCTTCTAGAGCAGGTT 
GCTAAGACTGCCTACTTTGATGAGACCACACGGAATGCTCGTCAGGCTATTGATGCGATT 
AGGCGTGGAGTTGTGGCGATCGGTTCC 
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>RXN0 2 8 1 9 - downs t r earn 
TAGCGAGCTAGCTATGTTCGAGC 

>RXN02 82 6 -upstream 

AGCGATCATCTGAAGTTGTAGCGGGACCGAGCATCCGGACGGTTACTAGTGGGGTTTCAT 
CGTCCCAGTTGTGGCCGGTAACAAGGAAGCAGGTTTAACG 

>RXN02826 

ATGGCTCCTAAGAAGAAGAAGAAGGTCACTGGCCTCATCAAGCTCCAGATCCAGGCAGGA 
CAGGCAAACCCTGCTCCTCCAGTTGGCCCAGCACTTGGTGCTCACGGCGTCAACATCATG 
GAATTCTGCAAGGCTTACAACGCTGCGACTGAAAACCAGCGCGGCAACGTTGTTCCTGTT 
GAGATCACCGTTTACGAAGACCGTTCATTCGACTTCAAGCTGAAGACTCCTCCAGCTGCA 
AAGCTTCTTCTGAAGGCTGCTGGCCTGCAGAAGGGCTCCGGCGTTCCTCACACCCAGAAG 
GTCGGCAAGGTTTCCATGGCTCAGGTTCGTGAGATCGCTGAGACCAAGAAGGAAGACCTG 
AACGCTCGCGATATCGACGCTGCTGCGAAGATCATCGCTGGTACCGCTCGTTCCATGGGC 
ATCACCGTCGAAGGC 

>RXN0 2 8 2 6 - downs t r earn 
TAAAAGCTTTCACACCGGTTAGT 

>RXN02 83 3 -upstream 

TAGCTTCTCCGCCACCCTTCATCCACGGCTGAATAAAATTATTTTTCGATAGTTTCGCCA 
AAAGGAGATACCTAACATAGTGAGCCAGAACTCATCTTCT 

>RXN02833 

TTGCTCGAAACCTGGCGCCAAGTTGTTGCCGATCTCACAACTTTGAGCCAGCAAGCGGAC 
AGTGGATTCGACCCATTGACGCCAACTCAACGTGCATATTTGAACCTGACGAAGCCGATT 
GCCATCGTCGATGGCTACGCCGTGCTGTCCACACCCAACGCGATGGCAAAAAATGTCATT 
GAAAACGATTTGGGCGATGCTTTGACCCGTGTGTTGTCGCTGCGCATGGGCCGATCATTC 
AGCTTGGCTGTCAGTGTGGAGCCTGAGCAGGAAATTCCAGAAACCCCAGCTCAGCAGGAG 
TTTAAATATCAGCCTGACGCACCTGTGATCTCTTCCAACAAGGCGCCAAAGCAGTATGAA 
GTTGGTGGTCGGGGAGAGGCGTCGACAAGCGACGGCTGGGAACGTACCCACTCTGCACCG 
GCTCCCGAGCCGCACCCGGCACCTATCGCCGATCGTGAGCCAGAGCTGGCCACCCCGCAG 
CGCATTCCGCGCGAAACCCCAGCTCACAACCCTAATCGGGAAGTGTCCCTCAACCCGAAA 
TACACTTTTGAAAGCTTCGTGATCGGGCCGTTCAACCGTTTCGCCAATGCAGCCGCAGTT 
GCTGTGGCGGAAAGCCCAGCGAAAGCTTTCAACCCGCTGTTTATTTCCGGCGGTTCCGGC 
TTGGGCAAAACTCACCTGCTGCACGCAGTAGGAAATTATGCTCAAGAATTGCAGCCTGGC 
CCGCGGATTAAGTACGTCTCAAGTGAGGAATATCACCAACGACTACATCAACTCCGTGCG 
AGA 

>RXNO 2 83 3 -downs t ream 
TGACCGCCAGGAAACCTTCAAGC 

>RXN02943 -upstream 

AACTGCCAGGTCGACCAAATTGCTCGCCAAGCAGACTCCGAAAAACACGGGTAATTCATA 
TGGCTTGTATCTAATCCATACTGAACAGAGGACCTCTCCT 

>RXN02943 

ATGTCTCGCATTTCTGCGCGCACTCTGGCAATCGCACTTGCCGGTGCAACCGCGGCCAGC 
CTGGCAGTTGTTCCAGCAGCAACAGCTAATCCTGCCGGAACCGCTCCTGTCATCAACGAA 
ATCTACGAAGGCGGTGGAAACAGCGGATCGTTGTTCTCCAACGACTTCATTGAGCTCTAC 
AACCCAACCTCAGGGGACATTTCCCTCGACGGTTGGAGCGTTACCTACTACGCAGCCAAC 
GGTAACTCCGGCGGAACCACAAACCTGACCGGAAACATCCCTGCCAACGGTTACTACCTC 
ATCCAGCAACGCGCAGGCAGCAACAACACCGGCGCTCTGCCTACCCCAGACGCCACCGGT 
AACTTGGCAATGGGTGCCTCCCAAGGATCAGTTGCACTGACCGACAACTCTGGCCTAACC 
GCTGACCTTGTCGGATTCGGTGGCACGTCCATGTTTGAAGGAACAGCTGCTGCACCTGAG 
ACCAGCAACAAATTGTCTGTTCAACGCAAAGAAGTTGGCGCTGACTCTGATAACAACTCC 
GTAGACTTCGAGACTGGAGCTCCAACTCCAACGTCCTCGGGAGGATCCGCTCCTGTTGAC 
CCAGGCGAGCCAGAAACTCCAGTAAACCCTGGGGAAACAGTCTCCATCGCACAAATCCAA 
GGAACCGGTCTCGCTACCCCACTCGAGGGTCAGACCGTCACCACCGAAGGTATTGTCACT 
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GCCGTTTACGCAGAAGGTGGCTTCAACGGTTACTACATCCAGACACCTGGATCTGGTACT 
GCACCAAAGGTTGCTGGCGACGCATCCGACGGCATCTTCGTCTACGTGGGAAGCAATGGT 
TCCTACCCAGAGCTCGGCGCATCTGTCACCGTCACTGGCAAGGCCACCGAACACTACGAG 
ATGACTCAGCTAGGCAACTCCTCCTTCACCGTTTCGGACACCGCATTCGAGCCAGTAACC 
CCACTCGAACTGGACACCGTTCCTACTGGCGATGACATTCGCGAAGCATACGAAGGCATG 
CTGCTGAAGCCAACCGGCGCTCACACCGTGACCAACAACTACGCAACCAACACCTTCGGT 
GAAATTGCCCTCGCCCCAGGTAACGAGCCTTTGTACCAGGCCACTCAAATGGTGGCACCG 
GGAGCCGAAGCGATTGCGTACGAGGCGGAAAACGTCGCAAAGCAAATTACGCTGGATGAC 
GGACGCTCCGGCAACTACACTCGCGGCGACTCCAGCACGCCTATGGCATGGCTTGTGCAG 
GACGGTGGCGAGACCATCAAGTCCATCCGCACCGGCGACCAGGTGGAATTCCAGGCACCA 
GTAATCTTCGATTACCGCTACGACCTGTGGAAATTCCAGCCAACCACCCCTGTCACCGGC 
AACACCGCAAGCTCCGACCTTCCTATCACCTGGGATGACACCCGCGCGGCTGAGCTAGCT 
TCAATCAATGACGTTGCTGGCGAATTCCACATCGCAAGCTTCAACGTGCTCAACTACTTC 
ACCTCTCTCGGCGAAGATGAACCAGGCTGCAGCGCATACAGGGATATCAACAACACCCCA 
GTCACCGCCAACAACTGTAACGTCCGTGGCGCTTACACCGAAGAAGCACTCGAAGATCAG 
CAGAGCAAGATCGTCGAAGCAATCAACCGCCTTGACGTCGATGTTCTT 

>RXN029 81-upstream 

AATCACAATCCACCTCCCGGTTTCCGTCCGGGGAAAGTATTGCTTGGCAGGGGCGATTAT 
GGGGAAAACCATCGCAACAACCGGAAAGGGTAACTGCCAC 

>RXN02981 

ATGGC ACGTCTAGCTGGTGTTGACCTC CCACGCAAC AAGCGTATGGAAGTCGCTCTCAC C 
TACATCTACGGAATCGGCCCAGCCCGTTCCAAGCAGCTTCTCGAGGAGACCGGAATCTCC 
CCAGACCTGCGCACCGACAACCTCACTGATGAGCAGATCGCTGCTCTTCGTGACGTTATT 
GAAGGCACCTGGAAGGTCGAGGGTGACCTCCGCCGCCAGGTACAAGCTGACATCCGTCGC 
AAGATCGAAATCGGCTGCTACCAGGGTATTCGCCACCGCCGTGGCCTGCCTGTTCGTGGT 
CAGCGCACCAAGACCAATGCGCGTACTCGTAAGGGTCCTAAGAAGACGATCGCCGGAAAG 
AAGAAG 

>RXN0 2 98 1 -downs tr earn 
TAAAAATGCCTCCTAAAGCACGC 

>RXN03 093 -upstream 

CATAGTGGGCACAGACACGCAATAAGAACAGTGGCTTTCTGAAGTGTTCTAAAAGGAACA 
TGAAGGGGGTCAAGGCAGTTAACGAGAGGGATGCATTCCC 

>RXN03093 

GTGGCAGATACCGCAGGCACCACAGGATCGAAAAAGAAGTACTTGGTGATCGTCGAGTCG 
GCGACCAAGGCTAAAAAGATTCAGCCTTACCTTGGCAACGACTACATCGTCGAGGCCTCC 
GTTGGTCATATTCGTGATCTGCCACGTGGCGCTGCTGACATCCCTGCAAAGTACAAGAAG 
GAGCCTTGGGCTCGTCTTGGTGTGGACACCGATCGCGGTTTCGCGCCGCTTTATGTGGTG 
AGCCCCGATAAAAAGAAGAAGGTCGCTGACCTCAAGGCGAAGCTCAAGCTCGTTGATGAG 
TTGCTGCTGGCAACAGACCCCGACCGTGAGGGCGAGGCGATTGCGTGGCAT.TTGCTTGAG 
GTGTTGAAGCCGACTGTTCCTGTGCGTCGCATGGTGTTCAATGAGATCACGAAGCCTGCC 
ATTTTGGCTGCGGCGGAAAACACTCGTGAGCTGGATGAGAACCTGGTGGATGCGCAGGAA 
ACTCGTCGTATTCTGGACCGTTTGTACGGCTATGAAGTCTCTCCTGTGCTGTGGAAAAAG 
GTCATGCCGAGGTTGTCGGCGGGCCGTGTGCAGTCGGTGGCAACCCGTGTGATTGTTGAG 
CGGGAGCGCGAGCGCATGGCGTTCGTGTCGGCGGATTATTGGGATCTGTCGGCGGAGTTT 
AATGCGCGTGAAAACGGCAAGGCGGATTCGGATAACCCGTCGTCGTTTACTGCGCGTTTG 
TCCACGATTGATGGAAACCGTGTTGCTCAAGGCCGTGATTTTAATGATCGGGGAGAGCTG 
ACCTCGGAGGCTGTCGTCGTCGATAAGCAGCGTGCTGAGGCGTTAGCCGAGGCTTTGGAA 
GGCCAGGAAATGGCCGTCGTTGGGGTCGAGGAAAAGCCGTACACCCGTCGCCCTTATGCG 
CCGTTTATGACCTCTACGCTGCAGCAAGAGTCTGGCCGCAAGCTGCATTACACTTCTGAG 
CGCACGATGCGTATTGCGCAGCGCTTGTATGAAAACGGCCATATCACTTATATGCGTACT 
GACTCGACCTCGTTGTCGGAGCAGGGCATGAAGGCTGCGCGCGATCAGGCGTTGGAGCTG 
TACGGTGCGGAATATGTTTCGCCGAGCCCACGTACCTATGACCGCAAGGTGAAGAACTCC 
CAGGAGGCCCACGAGGCGATTCGCCCAGCTGGTGAAACTTTTGCGACCCCGGGCCAGCTG 
CATGGCCAGTTGGATGCGGAAGAATTTAAGCTCTATGAGCTGATTTGGCAGCGCACTGTG 
GCCTCCCAGATGGCCGATGCCAAGGGCACGTCCATGAAGGTCACCATCGGTGGCACCGCG 
AAGACCGGCGAGAAGACTGAGTTCAACGCGACCGGCCGCACGCTGACTTTCCCTGGCTTC 
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CTGCGCGCTTACGTGGAAACCACCCGCACCGCCGATGGCCGCGACGTAGCTGACAACGCC 
GAAAAGCGTCTGCCACTGCTGTCTGAGGGCGATCTGCTCAAGGTTTTGAGCATCGAAGCC 
GATGGTCACAGCACCAATCCACCTGCGCGCTACACAGAGGCGTCGCTGGTGAAGAAGATG 
GAAGATCTGGGCATCGGCCGTCCTTCCACTTATGCATCGATCATTAAGACGATTCAGGAT 
CGAGGCTACGTTTATTCGCGTGGCAATGCGCTGGTGCCGTCCTGGGTCGCGTTCGCCGTG 
GTCGGATTGCTTGAAGCCAACTTCACCTCGCTGGTGGATTACGATTTCACCTCCTCCATG 
GAAGATGAGCTGGACAACATCGCCGCAGGTCGCGAGGGCCGCACGGAGTGGCTCAACGGT 
TTCTACTTCGGGCGATGCCGAAGCGGATCAGTCCATGGC 

>RXN0 3 0 9 3 - downs t r earn 
TGAATCAGTTGCCCGCCAGGGCG 

>RXN03 13 9 -upstream 

TCCGTAAGTTCGGTCTTTCCCGTGTCCGTATGCGCGAGATGGCTCACCGTGGTGAGCTGC 
CGGGCGTTCGTAAGTCCAGCTGGTAAGGGAGTTTTTACCA 

>RXN0313 9 

ATGAAGCAGCGTAACAACGCTAAGCGCGTCCGCCTTGAGCAGACTCGCCGCCCAAAGAAG 
AACCCGCTGAAGGCAGCGGGCATCGAGAAGGTGGACTACAAGGACATCAACACCCTTCGT 
CAGTTCATCTCCGACCGCCACAAGATCCGTTCACGTCGTGTCACCGGTCTGACCCCGCAG 
CAGCAGCGCGAGGTTGCAACCGCCGTGAAGAACGCACGCGAAATGGCTCTCCTGCCGTTC 
ACCAGCCGC 

- >RXN03139-downstream 
TAAGACTGGGAATAACGTAACAG 

>RXNO 3 1 4 8 - ups t r earn 

AATGCCGCATCTCCTTTTTTATTCCTAAATATGAATACGCATTATTTTCAATCTTTTTGT 
AGAAAAAGGGTACAATAGAAAAAGAGAAAGGCGGGAGAAT 

>RXN03148 

ATGGTTATCAATTTCATTATTTTATTTTTGATGATTGCAATTACTTCATTTTTTGTAGCA 
AGTGAATTTGCTTTAGTGAAAATCAGACGATCAAGATTGGAACAACTAGAAAAGGAAAAT 
GTAAAGAACGCCAAGCTAGCTCTTCATGTTACACACCATTTAGATAACTATTTATCAGCT 
AGTCAATTAGGAATTACGCTAACCGGTTTGATCATCGGGTGGGTCGGTGAAGGATCTGTC 
GCGGCTTTACTAGAACCAGTGATCGGTAAACTACCTTTTAGTTCGGCTATTAGCAGTACA 
ATCTCTGTGGCGCTGGGATTTATTTTAGTTACCGTATATCGATGTGGTTATTGGCGAACT 
GCTTCC 

>RXN0 3 1 4 8 - downs t r earn 
TAAGAGCTATAGTATCGTCAATA 

>RXN0 3 163 -upstream 

GCACTGATTTGGACCTTCCTTGGGAGGCTATCGACCGCGTTGATGAACTTCGCGCAGCCC 
TCAAGTTGGCCTAAAAATCTGATGTAGTATCTTCGGATTC 

>RXN03163 

ATGGCAAAAACCCGCGTCCCCGCTCCTGAAAAGTCGGTGGCGCGGGTTTTACCTCTTTTG 
GGGTTACCTCACCTGGATCGACTGTTTGATTACCGCATCAGCGAAGACCAACACGATGAT 
GTGCAACCTGGCGTGCGGGTGCGCGTGCGTTTTGGTGGACGTTTAGTTGATGCCATCGTG 
ATGTCACGCACCGCGCAAACCTCGCACGAGGGAAAGCTGATGTGGCTGGATCGGGTGATT 
TCGCCGATCGTGGTGTATCCACCTCAAACAGCAAAGCTAATTGAGCAACTCAGTGATCGC 
TATGGCGGGGTACGTTCGGATCTCATCCGTTCGGCGCTACCGGCGCGGCATGCTGGGGCA 
GAAGAGGCAGATACCTCCACGTCGTGGGAGTCATTGGGTGAGGTTAAAGAACCCGATTTA 
TCGTCGTGGTCTGCGTATCAGCATGGTCAATCATTTGTTGACGCCGTCTTGGCGGGAACA 
ACTGCGCGGGCGTCATGGCAGATTGCTCCCGGAGATGATTGGGCGCTGGCTTTGGCTTCT 
TTGGCGGTCAAGGTTGTCAAAGACGGCGGCGGAGCGCTTCTCGTAGTGCCTGATCAGCGC 
GATCTCGACCGCTTGGAAGCTGCGCTTCGAGGTTTGGTTGCGGCGAAACAAATCACTGTG 
CTTAATTCAGGTCTTGGTCCGCAGGCACGATATCGGCGTTTCCTATCGGTACTCAGTGGG 
CAGGGACGACTGATTATTGGAACCAGAAGTGCCGCTTTTGCACCCGTGAAGGATCTGAAA 
CTGGCCGTCATTTTAAATGATGGCGACGACAACCTCGTTGATCCTAGAGCGCCCTATGCC 
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CACGCCAGGGAAGTGCTGACCACGCGTTCCAGTTTGGAAGCAAGCTCCTTGATTATTGCG 
GGACATGCGCGGACCGCGGAAACCCAATTGCTGGTGGAATCGGGATGGATGCACAATCTC 
ATCGCACCGAGGGATACCATTCGCACTAGGATGCCGCGTATTCAGGCAGTGGGCGATTCC 
GATTTCCAGATGGAACGCGATCCAATGGCCCGATCAGCGCGGCTGCCTGGCATTGCGTTT 
CATGCGGTGCGCAGCGCCTTAGAACGTGATCAACCAGCGCTTATCCAGGTACCAAGGAAA 
GGCTACGTGCCAACCTTGGCGTGTGGAAACTGCCGCACCCCAGCGCGGTGCCGGCACTGT 
AATGGGCCTGTGGGACTTCCCCAGGGAAGCTCTGATCTAGCGGGAGTGCCCACTTGCCGA 
TGGTGCGGACGCCCTGATTCGCGGTTTAAGTGCCAAAACTGCGGCTCTCCAAAACTGCGT 
GCTGTGGTGCTGGGAACGGAACGCACAGCAGAAGAACTGGGCCGCGCGTTCCCGTCTGTG 
CGGGTAATTACCTCTGGTGGCAACAAGGTGGTGGATTCGGTGGAAAACCGAGCCAGCATT 
GTGGTGTCCACGCCAGGTGCAGAACCTTTTGTGGCCAACTCGCCGGAGAGACCAGAG 

>RXN03166-upstream 

CCCTCCCTATAGTGATTAGTTCACCTCCAGACTACCTGGCACCGCGTGGGCTGCTTTCAC 
TTGG AC TTTC GGC AAAG AC AAGT AG AATT AGC C C C T AGTC 

>RXN03166 

ATGACTACTTCTGAAACTGCCCCATCAAAGGCTTCCCTGTATGAACTTTTAGAGGGCGTA 
TCCCTCTCCGACGAGCGCACGTTTAGGCGCCGACTGTCCAAAGCCCGCGCGCCCAAGGCG 
CTTGGTGCGATTAAGGCTGATATCGATAAGGCACGCTTGCTTATCGACGAAAAGAGCCAG 
TTAATTCCGTCTATCACCTACCCAGAAAACCTTCCGGTGAGTTCCCGGCGCGATGATATC 
GCCGAGGCTATCCGTGATAATCAGGTGGTTATTATCGCCGGTGAGACTGGTTCGGGTAAG 
ACGACTCAGATTCCTAAGATTTGTTTGGACCTAGGCCGTGGCCGGCGTGGGCTCATTGGC 
CACACACAGCCACGTCGATTAGCAGCTAGGACCGTCGCCGAGCGCATCGCCGATGAATTG 
GGGCAAGACATCGGCGAATCGGTGGGTTATGCGATTCGTTTTGATGATCGAGTTTCCTCG 
CATACATCCGTGAAGTTGATGACGGATGGTATTTTGCTTGCTGAAATGCAGCGGGATCGT 
TTCCTCAATGCGTATGACACCATCATCATCGATGAGGCGCATGAACGTTCCCTCAACATT 
GACTTCATTCTGGGTTATTTGCGCCAGTTGTTGCCTAAGCGCCCTGATCTTAAAGTCATT 
ATTACCTCCGCAACGATTGACCCTGAGCGTTTCGCGGAGCACTTTGCTGATGCTTCTGGA 
AAACCAGCACCAATTATCGAGGTCTCCGGCCGCACCTTCCCGGTAGAGATCCGTTATCGC 
CCACTTGAGGTATTAGACGGCGATAAAATTATCGATACCGATCCCCTTGACGGCTTGTGT 
TCTGCTTTGGAAGAGCTCATGGCTGAAGGCGACGGCGATATCCTCTGCTTCTTTGCCGGT 
GAGCGTGATATCCGCGATGCCATGGAGGCAATCGAGGCCCGACGCTGGAAAGGTGTGGAA 
GTCACTCCCCTGTTTGGCCGCCTGTCCAACCAGGAGCAGCACCGTGTATTTAGCCCGCAC 
TCTGGTCGACGCATTGTGCTTTCCACCAATATCGCAGAGACATCCCTGACGGTTCCGGGC 
ATTCACTACGTGGTTGATACCGGTACGGCGCGTATCTCTCGTTATTCAGTGCGCACCAAG 
GTGCAGCGCCTTCCGATTGAGAACATTTCCCAGGCCAGCGCAAACCAGCGTTCTGGTCGT 
TGTGGTCGTGTCGCAGACGGTATTGCGATTCGTTTGTATTCCGAAGATGATTTCAACTCT 
CGCCCAGAGTTCACCGATCCGGAAATTCTGCGCACCAACTTGGCGAGCGTTATTTTGCGC 
ATGGCGTCGCTGCGTCTTGGCGATATTAATGATTTCCCCTTCGTCCAAGCCCCAGAGCAA 
CGCTCCATCAGGGATGGTATTTTGCTGCTCCACGAGTTGGGCGCACTCACCGACGACACC 
CAAGCCGATGGTTCACCGCAGCTCACCCAGATCGGTAAAGACTTAGCCAACATCCCAGTC 
GATCCCCGCATGGCCCGCATGCTCGTAGAAGCCAACACTCTAGGCTGCCTGCATTCTGTC 
ATGGTCATTGTGTCCGCTCTGACGATTCAAGATGTTCGCGAACGCCCCCTGGAATTCCAA 
GCCCAAGCTGATCAAGCCCACGCTAGGTTCAAGGACACCACCTCAGATTTCTTAGGCTTT 
TTGAAACTGTGGGAGTACATCGCCGATCAGCGCAATCAAAGCAGCGGCAATTCCTTCCGC 
AAGCAGATGAAAAAAGAATTCCTCCACTACATGCGTATCCGCGAGTGGTGGGATTTGGTG 
CGCCAATTAGAGCAGATTGGCCAGCAACTTGGTTGGGCAAAGAAGGAGCAGGTTGCAGGC 
ACCGCCAGCCCTGACATCATTCACCAATCCTTGCTCACCGGTCTGTTCTCGCAAATCGGT 
TCCCGTGATGGTGAGAGCAAAGAATTCACTGGAGCCAGAGGTACCAAATTCTTGGTCTTT 
CCTGGTTCTGCGCTAACCAAGAAGCCGCCACAGTTCATCATGGCTGGCCAATTGGTAGAA 
ACCTCACGTTTGTGGGCTCGCGATGTAGCCAAGATTGAACCAGAGTGGGTGGAAAAAGCA 
GCCGGCCCATTGCTCAAGCACCAATACTCTGAACCGTATTGGTCCTCAAAGCGTGGCGGC 
TGCCATGGTGCACCGCAAATCAACGCTCTTCGGTGTGACAATTGTTGCCGTCAAGGTAGT 
TCCCTACCACACGGT 

>RXN03 166-downstream 
TGATCCCGTGGCTGCGCGCGATA 

>RXN03175 

GTCCGCGCAAGCGAAAAAGACACCGCCACCGCACTGCAACCCGCCTTAGATAACGGATGG 
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CACTACATTGGTGCCCCAGCAGCTGCCAAGGGACGTGCCGGTGTCGGCATTTTGTCTAGG 
CATGAACTTGAAGATGTGAACATCGGTTTTGGATCTTTCCTTGACTCCGGCCGCTACATT 
GAAGCAACCATCAAAGACACCACCCTGGATGTGCCAGTAACCGTGGCATCTCTTTACCTC 
CCCTCAGGTTCAGCGGGCACCGACAAGCAGGATGAAAAGTACCGCTTCCTCGATGAATTC 
GAAGGGTTCCTGGACCAGCGCGCTAAAGAACGCTCCCACATGGTCATCGGTGGCGACTGG 
AACATCTGCCACCGCCGCGAAGACCTGAAAAACTGGAAAACCAACCAAAAGAAATCCGGT 
TTCCTTCCCGACGAACGCGCATTCATGGATTCAGTCTTTGGCACCTTCCCAGATGAGGCA 
ACCCAGGTTGCAGGGGCCGGCGACTTCTTCGGTGCCGTGGACTATGAAGGAACGAGGCGT 
CGAGAAGCAACTACGGACCCTGCGTGGTTCGACGTTGCACGTCGCCTGCAACCTGAAGGC 
GACGGCCCCTACACTTGGTGGACCTACCGCGGAAAAGCCTTCGACACCGGCGCCGGATGG 
CGCATCGACTACCAAGCAGCAACCGCAGCGATGCTCGAACGCGCAGAACGCTCCTGGGTA 
GACAAAGCCGCTGCATACGATTTGCGCTGGTCAGATCACTCACCACTGAACGTGATCTAC 
TCC 

>RXNO 3 1 7 5 - downs t r earn 
TAAAATGCTGCTGACAATTCTAT 



>RXN01389tr 

CAGGACGGCGATAAGCTCGCTGGCCGCCACGGTAACAAGGGTGTTGTCGGTAAAATTTTG 

CCTCAGAAAGATATGCCATTCCTTCCAGACGGCACTCCTGTTGACATCATCTTGAACACC 
0 CACGGTGTTCCACGTCGTATGAACATTGGTCAGGTTCTTGAGACCCACCTTGGCTGGCTG 
':J GCATCTGCTGGTTGGTCCGTGGATCCTGAAGATCCTGAGAACGCTGAGCTCGTCAAGACT 
CP! CTGCCTGCAGACCTCCTCGAGGTTCCTGCTGGTTCCTTGACTGCAACTCCTGTGTTCGAC 
Q GGTGCGTCAAACGAAGAGCTCGCAGGCCTGCTCGCTAATTCACGTCCAAACCGCGACGGC 
:1 Z GACGTCATGGTTAACGCGGATGGTAAAGCAACGCTTATCGACGGTCGCTCCGGTGAGCCT 
|;f| TACCCGTACCCGGTTTCCATCGGCTACATGTACATGCTGAAGCTGCACCACCTCGTTGAC 

GAGAAGATCCACGCACGTTCCACTGGTCCTTACTCCATGATTACCCAGCAGCCACTGGGT 
=\1 GGTAAAGCACAGTTCGGTGGACAGCGTTTCGGCGAAATGGAGGTGTGGGCAATGCAGGCA 

TACGGCGCTGCCTACACACTTCAGGAGCTGCTGNCCA 

SI 

p 

ru 
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APPENDIX B: AMINO ACID SEQUENCES 

> RXA00050 (1-2196, translated) 732 residues 

MSNTENVNGD VEQPNNVISS ESQETPQGDS ASADFALETP TNTVEDAPAS EGSEEITRVA 
DTSEDADSAD ADNASNVINE NEDSSEGANQ PSNESSSTEA KSGFDALGLP ERVLDAVRKV 
GYETPSPIQA QTIPILMEGQ DVVGLAQTGT GKTAAFALPI LARIDKSVRS PQALVLAPTR 
ELALQVADSF QSFADHVGGL NVLPI YGGQA YGIQLSGLRR GAHI VVGTPG RI I DHLEKGS 
LDISGLRFLV LDEADEMLNM GFQEDVERIL EDTPDEKQVA LFSATMPNGI RRLSKQYLNN 
PAEITVKSET RTNTNITQRF LNVAHRNKMD ALTRILEVTE FEAMIMFVRT KHETEEVAEK 
LRARGFSAAA INGDIAQAQR ERTVDQLKDG RLDILVAT DV AARGLDVERI SHVLNFDIPN 
DTESYVHRIG RTGRAGRTGE AILFVTPRER RMLRSIERAT NAPLHEMELP TVDQVNDFRK 
VKFADSITKS LEDKQMDLFR TLVKEYSQAN DVPLEDIAAA LATQAQSGDF LLKELPPERR 
ERNDRRRDRD FDDRGGRGRD RDRGDRGDRG SRFDRDDENL ATYRLAVGKR QHIRPGAIVG 
ALANEGGLNS KDFGRITIAA DHTLVELPKD LPQSVLDNLR DTRISGQLIN IERDSGGRPP 
RRFERDDRGG RGGFRGDRDD RGGRGRDRDD RGSRGGFRGG RDRDDRGGRG GFRGRDDRGD 
RGGRGGYRGG RD 

> RXA00060 (1-2457, translated) 819 residues 

VTEKTDQTLM LIDGHSMAFR AFFALPAENF STSGGQATNA VYGFLSMLST LLKDEQPTHV 
AVAFDVGRKT FRTDMFPAYK AQREATPPEF KGQVEILKEV LSTLGITT IE KIDFEADDVI 
ATLSVAAKPL GFKTLIVTGD RDSFQLVNDT TTVLYPMKGV SVLHRFTPEA VEEKYGLTPR 
QYPEFAALRG DPSDNLPNIP GVGEKTATKW IAQYETLDNL LDHADEIKGK VGASLRERIE 
QVRMNRKLTE MVKDLELPLG PDDFEMKPVQ VAEVAAKFDD LEFGTNLRER VLAVVKAEGS 
AAPVEEVEAE QVVVDTQSLA QWLPARAGQA LALALAGVAK PAAGDTYALA IADTKRHAVL 
VDVADISAED EKALATWLAS EDPKMLHGAK AAYHMLAGRG FELHGVVHDT AIAAYLLRPG 
QRTYELADVY QRHLQRQLST NDNGGQLTLL DAADDQSLVD DVIAILELSE ELTKQLQEIQ 
AFELYHDLEI PLSGILARME AIGIAVDVAT LEEQLKTFIG QVAQEEEAAR ELAEDPTLNL 
SSPKQLQVVL FETFGMPKTK KTKTGYSTAA AEIEALAIKN PHPFLDHLLA HRQYQKMKTT 
LEGLIREVAP DGR-IHTTFNQ TVASTGRLSS TDPNLQNIPV RTEAGRKIRS GFVVGEGYET 
LLTADYSQIE MRVMAHLSQD PGLIEAYREG EDLHNYVGSK VFNVPIDGVT PELRRQVKAM 
SYGLVYGLSA FGLSQQLSIP AGEAKQIMES YFERFGGVQR YLREI VEEAR KAGYTETLFG 
RRRYLPELTS DNRVARENAE RAALNAPI RE LPQTSSRWP 

> RXA00061 (1-210, translated) 70 residues 

MIRVDRSLKE AAVKSRVLLQ VHDELVVEVA AGELEQVREI LEREMDNAIK LSVPLEVSAG 
DGVNWDAAAH 

> RXA00066 (1-813, translated) 271 residues 

VTDPLSAALD SGRINHAYLF SGPRGCGKTS SARILARSLN CVEGPTSTPC GVCNSCVALA 

PGGPGTLDVT ELDAASNNGV DDMRELRERA NYAPAESRYR VFI IDEAHMI STQGFNALLK 

IVEEPPAHLI FIFATTEPDK MIGTIRSRTH NYPFRLLTPG DMRKVLKNAV DGEGVHVDDS 

VYPLVIRAGG GSPRDSLSIL DQLIAGSGPE GLTYERALPL LGVTSFTLID DSIHALASKD 

NASMFTTIDN VIEEGLEPRR FTIDLPSDPL R 

> RXA00095 (1-2289, translated) 763 residues 

MNTSPFTPGS PDLIDGLNEQ QRAAVEHIGS PLLIVAGAGS GKTAVLTRRI AYLMRYRGVH 

PQQILAITFT NKAAAEMRER VSQLVGPVAE RMWVATFHSV CVRILRQQAQ LVEGLNTNFT 

IYDSDDSRRL LTMIAKDLEL DIKKFSARTL LGAISNLKNE LVTPQEALAD AERTHNPYET 

VVARAFSEYQ SRLRRANAVD FDDLIGETVR IFREHPPVAE YYRRRFRHVL IDEYQDTNHA 

QYELISTLVG KPDQDPSELC VVGDSDQSIY AFRGAT I RN I EEFERDFSNA RTILLEQNYR 

STQTILSAAN AVISQNENRR PKNLWTALGE GEQIIGYVAD NEHDEARFIA SEIDNLVDHG 

MSYSDIAIMY RTNNSSRALE DVFMRTGVPY KVVGGTKFYE RKEIRDI IAY LRVLENPDDT 

VNLRRI INTP KRGIGDRAQA FIALHSENNQ ISFGQALLDA ALGKVDLLGA RGKNAAIKFN 

ELFDALRSEL PTMVNEVTGL PDIGQVISRI LDITGYKAEL EASNDPQDGA RLDNLNELVS 

VAREFSSDAA NRMVNEVPEG EAQPGSLQAF LERVSLVADA DQIPDSDNGV VTLMTLHTAK 

GLEFPIVFLT GWEDGQFPHL RSLGDAKELA EERRLAYVGI TRARKRLYMT RAMLRSSWGN 

PVTNPPSRFL QEVPAELIDW RREEPQMSSA WAPRPTRSIP TKTRTNNKQL DLSVGDRVNH 

DKYGLGTVLS SDGSGPRATV TIDFGSSGKV RLMLLGGVPM EKL 

> RXA00103 (1-4560, translated) 1520 residues 

MAKSILSRFR PQVAEWFRDV FASPTPVQEG TWEAVSKGKN ALVVAPTGSG KTLAAFLWAL 
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DSLTEQTGQQ 
DVPNITVAVR 
HAMAGTKRGV 
KKWDLTVTVP 
VMSAKSTIVF 
VIARAHHGSV 
LQRVGRAGHT 
AAVSIKDVQV 
GVLEGRPGSQ 
SWRIEEITRD 
WAHDNLIAFL 
KIAEETGMDA 
RECAARALLL 
LKNLIEDLQL 
LAKLLGEVEL 
FENPDLEDRA 
VRTRGPFTAN 
AAARKQTRPV 
VLPRRVADYS 
QDAVLDQLRA 
TAHRAKRRPA 
RGSVVAEDIV 
VEGWPSGATD 
TLTVFSDNIP 
RETPSDTLPT 



VLDTGTPVPV 
SGDTPSAERA 
HLALTLERLE 
VEDMSDLPVQ 
VNSRRSAERL 
SKDERATTET 
VGATSIGSFY 
DEWYETIRKA 
RVAVTSGGTI 
QVLVTPAPGH 
QEQEESTGVL 
QAVAGDDGIV 
PRRNPGKRAP 
RKVRIAEVTT 
RQLLDPDIIA 
MTVRINGREH 
DLAEAFGLGI 
SQSAFARFLL 
PIHLDELTSN 
GGAFLFSDIL 
RSRLRTRTSF 
GGFALAYKVL 
PDVYLIAAAD 
KIATALITYE 
RTFRGGFGRR 



RGGKVKVLYI 
RQVRKPAHIL 
KLVGRPVQRV 
EPGSTIGELV 
TSRLNEIWAM 
MLKEGRLRAV 
PKHRSDLVQT 
YPYRDLAREV 
PDRGMFGVFL 
TGRLPFWTGD 
PDEKTLVLER 
LRLPEGDEDP 
LWQQRQRAAQ 
QQPSPFASAL 
EVHQQLRRQG 
LAQVLDAPLL 
ATAITALQSA 
DWQQIAPVGA 
GEVLI VGAGQ 
EENFGYTTAQ 
ASDVPPDMRG 
SGFEESGKAM 
PANPYGAALP 
RLTVEKINGD 



SPLKALGVDV 
ITTPESAYLM 
GLSATVRPLE 
MDDPLGITGE 
EHDPESLSPQ 
ISTSSLELGI 
AVTVQRMKEG 
FDSVIDLVSG 
VGDGPRRVGE 
AAGRPAELGK 
FKDELGDWRI 
SAALFMFEAE 
LLDVARKYPS 
LFNYTGAFMY 
DRAARNNEEL 
RDALGVPVPP 
PVIEGRYRQG 
TPELRGVDGT 
AGSRDPWISL 
LQEAMWGLVE 
RWTLSVQPAD 
RGYFIEGLGA 
WPEQGPSRAA 
NVFDSPLLEQ 



ENNLRAPLTG 
LTSKAGATLS 
TVAGFLTGGGR 
SALPTQGSIW 
LRRDPAQIMS 
DMGAVDLVIQ 
LIEEIHVPKN 
VYPSTDFAEL 
LDEEMVYESR 
ALGAFRRSTL 
VLHTPYGRGV 
EIETLVTEQV 
FPI ILETVRE 
EGDSPLAEKR 
ADSLRILGPI 
GVPAQVETIT 
VDVQEYCATE 
YTVIEQLAGV 
LPVDYAAQLV 
AGLVSPDSFA 
ATSRSVAHGE 
AQFSTPAI ID 
GAMVVLCDGL 
FRKHGATITP 



IARTASRMGL 
DVDVVIIDEI 
PVEIVAPPAE 
PHIEQQVYNQ 
SADVAGKAPQ 
VESPPSVASG 
AL DVLAQQT V 
KPRVVYDRVS 
VGDVFTLGAS 
TDPSSSGLEG 
NAAWALAVGA 
GNSALFASRF 
CLQDVYDLPA 
AAALALDPAL 
PLDELGEHIT 
DALEQLVNRW 
VLSIIRRRSL 
RLPASAWEDL 
GEASTSMSPL 
PIRARLASGT 
GWLDRYGVLT 
RLRGHDDSPD 
LLAHLTRGGR 
KGMRFRPPVA 



> RXA00157 (1-1263, translated) 421 residues 

ARIVAEQREA EAVEKKVQTE AAIAANSEQL NVLTTNRSTL VAQRDGAERN LAIARAQADN 

LQGQRAEYEE FQQAEQARIQ AEAEAQAAAE E KRRADE AAA QAAAEAQEAA QQAQAAEEAQ 

AAQAAETAQA QAAQAAETQA AQAAQAQAEA NDRAAAQQRA AEAQAAAEQA QREADAQAAN 

DAQAQALREQ ALTAAS I AAA ALIAASQSSH ATTQNPYPTD EDADPTDIAD IQGPTQPGTG 

ESGDSQSNSS DNDSTGNDST GSDSSDSDSS GNDSSEVISG DRSAQIETVI ARAMSQLGVQ 

YAWGGGNANG PTLGIRDGGV ADSYGDYNKV GFDCSGLTLY AFAGVGISLP HYTGYQYQHG 

TKVSPSEMQR GDLIFYGPGA SQHVAI YLGD GQMIEAPNSG SVVKISPVRW SGMTESVVRL 
I 

> RXA00163 (1-561, translated) 187 residues 

LDQAGLDSVE LLALRDVEAY DEPIEDGRTF ADNAQIKARA GVTHTGIATI ADDSGIAVEE 

LNGMPGVLSA RWSGAHGNDT ANNELLLAQM EHVPDERRNA AFVSVCVLAL PDGQEFVQEG 

RWEGQLLRGP KGENGFGYDP LFIPAEEIDG QGRSSAELSA EEKDALSHRG QALRGLVEKI 
AQVAAAS 



> RXA00208 
MNTPAPRKRR 
DYSWPFDMAE 
GDVIAFGGPG 
NAPASDNIEV 
NVDPCADASIS 



(1-849, translated) 21 
EMKIKTATVT GVRQISPDLI 
IAETQPRELQ PVRRTYTFRT 
GAWKPETTYE HYVLAGDEAA 
VWVPRDGATH GTLLIDALRQ 
GYWRLGMTED QWQASKREFN 



3 residues 

RFSFDCPEIV GADLGFTDHY IKILFVPAGA 
VDTVAGTFDI DFVAHGTDGL AGPWAQQAQV 
APAIFAALEH LPAGTTAKAF IEISSNEARF 
DGYPTKKTSW FIHGVAEMVK ETRKFLFVEG 
EQNEAEELAL SKA 



> RXA00212 
MNILCLLCWK 
LRMISHGIGF 
LHEMDGLVIK 
AVMEPVLVAG 
EYIFPTLCPE 
EDLIRTGILL 
ALSIRHVGPT 
DKWAAAGVTM 
DYVVIGENAG 



(1-1560, t 
FAVRCSSLWR 
TEGFSPASQH 
VDDIASQRAL 
STVSMATLHN 
CGTRLAPAKA 
DESGLFDLTE 
AARALAGRYH 
EEEVGEVAEQ 
SKATKAEELG 



ranslated) 
ISQEVNAQRI 
DAYLALAAWG 
GSTSRAPRWA 
QSEVKRKGVL 
DDVDWRCPNM 
DDLLSSNVYT 
SIQALIDAPL 
TLEGLTIVVT 
LRILDEAGFV 



520 residue; 
ADGGKPFANP 
LPTSPYTEAV 
IAYKYPPEEV 
IGDTVVTRKA 
QSCPGQLSTR 
TNAGKVNASG 
EELSETDGVG 
GGLEGFTRDS 
RLLNTGSADE 



RNAAAGSLRQ 
TDPEDVVKKV 
TTKLLDIQVG 
GEVIPEVLGP 
LTYLAGRGAF 
KKLLDNLQKS 
TIIAQSFKDW 
VKEAIISRGG 



KNIEDVKKRR 
S YWADHRH DA 
VGRTGRVTPF 
VVELRDGTER 
DIEALGEKGA 
KQTDLWRVLV 
FEVDWHKAIV 
KASGSVSKKT 



> RXA00213 (1-573, translated) 191 residues 



Appendix B, Page 2 



Attorney ^^^p 



t No.:BGI-130CP 



VTEDNAQLRR TWNDLAEKVR YHRDRYYNEQ PEI PDADFDA LFKQLQQLEE DHPELAVPDS 
PTMVVGAPVA EQSSFDNVEH LERMLSLDNV FDEQELRDWL GRTPAKQYLT ELKIDGLSID 
LVYRNGQLER AATRGDGRVG EDITANARVI EDIPHQLQGT DEYPVPAVLE IRGEVFITVE 
DFPGGQRAAH C 

> RXA00214 (1-711, translated) 237 residues 

MNSPSNPSPT VPSLDTTKML SFDLETTGVN PFDTRIVTSA MVTITSKGAE PIELLADPGI 
EIPEAATAVH GITTEHARAN GRPHDEVLAE TISRLRAGWQ AGLSVIVFNA SYDLTVLRNH 
DPSFTIDGLV YDPFVIDKVK DRYRKGKRTL TDMCAHYDVQ LGNAHEATSD ALAAARIAWK 
QVRLWPELTK MTGEELMEFQ AVNYYEQQKS FRS YLIGQGR DASDVNTSWP VQTDPAS 



> RXA00313 
MAGNDSRRGG 
GRHQREMPEL 
KLELDRMTGN 
RSVGAFGGNG 
LDAGGDHTLD 
VLSEFSRQRR 



(1-939, translated) 313 residues 



LRKTNKKGAT 
VVGRNPVLEC 
GMHQGIGLAI 
VIIPERRSAS 
TYDGTDNVVI 
I KG 



KGSGGQVRRG 
LHARVPATAL 
PPYEYADVHD 
VTAVAWRTSA 
VVGSEGKGIS 



LKGKGPTPKA 
YVAEGAANDE 
LIANAAASKK 
GTAARVPVAK 
RLVRENCDTI 



EDRTYHAAHK 
RLSEAVHTAA 
PGMFVILDNI 
ETNMTRVVKE 
MSIPTEGWVE 



RKVERDRRDR 
GRNLPVLEVN 
TDPRNLGAVI 
FQQNGYQVVG 
SLNASVAAGV 



> RXA00341 (1-1407, translated) 469 residues 

MKLYAAVLDF EPVAQEFGVE RGFDPHIHDE AASSVDRYAQ EREDLLHMPF VTIDPVGSRD 
LDQAVLIEEI DSGFRVHYAI ADVAAFVEPG SELEKISLHR GQTI YLPDSP ARLHPEELSE 
DAASLLEGQT RPAVVWSIDL DERGEVTATK VRRGLVKSRA RLDYDQAQID AENGRLHPSI 
SLLPKVGQLR QESALRREAV NLSIPSQRVV KVPNDDAGEH YEIVIEPRPH IMDYNSEISL 
LTGMVAGEMM VKAGHGLLRT LAPATKESEA TFRSEAQALG FEIAPEQPIG EFLQSVDPNT 
PKGMAI QREA QKLLRGSGYA SVKNGDSEVH SGVGGYYAHV TAPLRRLI DR . FATEHCLAIA 
SGTDVPEWVT RVEEQVLDTM KYSSILASQV DNACLDLTEA TVLKYWEGQN FNAVVVASEP 
EKNSARLFVY KPPVLAKCIG APEQGTNQDV TLVTANLKKR EVLFAWPAD 

> RXA00361 (1-1848, translated) 616 residues 

MTTSETAPSK ASLYELLEGV SLSDERTFRR RLSKARAPKA LGAIKADIDK ARLLIDEKSQ 
LIPSITYPEN LPVSSRRDDI AEAIRDNQVV IIAGETGSGK TTQIPKICLD LGRGRRGLIG 
HTQPRRLAAR TVAERIADEL GQDIGESVGY AIRFDDRVSS HTSVKLMTDG ILLAEMQRDR 
FLNAYDTI I I DEAHERSLNI DFILGYLRQL LPKRPDLKVI ITSATIDPER FAEHFADASG 
KPAPIIEVSG RTFPVEIRYR PLEVLDGDKI IDTDPLDGLC SALEELMAEG DGDILCFFAG 
ERDIRDAMEA I EARRWKGVE VTPLFGRLSN QEQHRVFSPH SGRRIVLSTN IAETSLTVPG 
IHYVVDTGTA RISRYSVRTK VQRLPIENIS QASANQRSGR CGRVADGIAI RLYSEDDFNS 
RPEFTDPEIL RTNLASVILR MASLRLGDIN DFPFVQAPEQ RSIRDGILLL HELGALTDDT 
QADGSPQLTQ IGKDLANIPV DPRMARMLVE ANTLGCLHSV MVIVSALTIQ DVRERPLEFQ 
AQADQAHARF KDTTSDFLGF LKLWEYIADQ RNQSSGNSFR KQMKKEFLHY MRIREWWDLV 
RQLEQIGQQL GWAKKE * 



> RXA00407 (1-576, translated) 192 residues 

LNVAQVEALA RAGAVDCLGV GRRQALWQAG VAATEKPGML PGLSVIEAPA LPGMSAFELM 
ATNISATGVT ADYQPMALIR ERMEELGIVP ADRLLEVEDG TRLRIAGIVT HRQRPQTASG 
LTFLGMEDET GLMNVMVSVG LWQRQRVLAR NAKALI IRGI VQNAQGVATV VADRLEPLDM 
GEFLSRGSRD FR 

> RXA00414 (1-420, translated) 140 residues 

MQGEASVPFA ELHATSSYNF LTGASDPSDV VVQAKKLGLA ALSVMDRDGF YGAVRFAEAA 
AEAGMHTVYG AELSLQEGVL TVLCKNPEGY KKLSHLISDA KMARGEKGKF AIRRCQWLLN 
MLQGIGWSLQ VFSGWTKSTM 

> RXA00415 (1-1962, translated) 654 residues 

MVAEHAAGDW VVLAGFQWLD KIDYVIDCFK PENI VLEFGS TMTPEDADRN EYLRRTQAKF 
QLRGILSTNP ESAARGSVRL AGAKQALARK MPLADAESEL HPMGTTWMRS GDTLLKAHPD 
YADLIATTVE LAAECAFTLD LVAPNLPKWD TPGEHTEMSW LAHLVSTRID TRYVGRSADI 
KARAATQIDY ELGVIEKLGF PGYFLVVNDL VEFCRDSN1L CQGRGSAANS AVCFVLGITN 
AEPI SAGLLF ERFLSPDRDG PPDIDIDIES GRREEVIQYV YEKYGRDNAA QVANVITYRT 
KGAMRDAARA LGYPQGAADA WAKGTSEPPD DVLELAAQFK GQPRHLGIHS GGMVICDRPI 
ADVVPVEWAR MDNRSVVQWD KDDCATAGLV KFDLLGLGML EAIHHMLDLV AEHRGKKINL 
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WELDLAEPEV YDMLCKADAV GVFQVESRAQ LSTLPRLKPR TFFDLVVEVA LIRPGPIQGG 

SVHPYLRRRA GEEAITYDHP VLEKSLGKTL GIPLFQEQLM QVAVDAAGFS GGEADSLRRA 

MGSKRSPERM AALRSRFFQG LKDTNGIVGE TAEKLWNKIV AFAAYGFPES HSQSFASLVY 

FSAWFKYHYP AEFCVGLLRA QPMGFYSPQS LISDARRHGV SILPITVNDS GVEA 

> RXA00460 (1-378, translated) 126 residues 

MPEHPLHVIF DNPVIPPNTG NAIRMCAGTG AHLHLVEPLG FELTEKHLRR AGLDYHDLAD 

VTVHATFDEA MAAVPGRVFA FTTTANTRFT DIAFEPGDAL LFGTEPTGLP QEHVEHSRIT 
SELRIL 

> RXA00538 (1-1269, translated) 423 residues 

MSRISARTLA IALAGATAAS LAVVPAATAN PAGTAPVINE I YEGGGNSGS LFSNDFIELY 

NPTSGDISLD GWSVTYYAAN GNSGGTTNLT GNI PANGYYL IQQRAGSNNT GALPTPDATG 

NLAMGASQGS VALTDNSGLT ADLVGFGGTS MFEGTAAAPE TSNKLSVQRK EVGADSDNNS 

VDFETGAPTP TSSGGSAPVD PGEPETPVNP GETVSIAQIQ GTGLATPLEG QTVTTEGIVT 

AVYAEGGFNG YYIQTPGSGT APKVAGDASD GI FVYVGSNG SYPELGASVT VTGKATEHYE 

MTQLGNSSFT VSDTAFEPVT PLELDTVPTG DDIREAYEGM LLKPTGAHTV TNNYATNTFG 

EIALAPGNEP LYQATQMVAP GAEAIAYEAE NVAKQITLDD GRSGNYTRGD SSTPMAWLVQ 
DGG 

> RXA00542 (1-519, translated) 173 residues 

ALFLTVNVWR QAAENVAESL SKGMRVIVTG RLKQRSYETR EGEKRSVFEV EADEVGPSLT 

FAKADVQRTP RGGNSGGNYG GGNQGGGLGG NQGNQQGGFS NQNSGGFGGN QGNQQQSNQG 

GFGGNQNQSQ GNNFNQGGFG GGSPQAAPDN DPWNSAPPAG SGGFGGADDE PPF 

> RXA00543 (1-426, translated) 142 residues 

MKLILTAAVE NLGVAGDIVE VKNGYGRNLL LPRGLAIVAT PGAEKQIEGI KRAQEAREIR 

DLDHAREVKV ALEALEGVTI AVRTSESGKL FGSVKTDDIV DAVKAAGGPN LDKRAIVLPK 
NLVKTTGKYQ VEAKLTDGIV SA 

> RXA00544 (1-1530, translated) 510 residues 

MATDTHAASF DDDYVPPQEP SDSFADDAHV DVPAPAFEDF SPAQAFGQGT RGGDSQGFKK 

RGRKDESREY RDFRQPPYDN DAEMGVLGAM LLSPTTVIDI LDILTPEDFY RPSHQLIFQA 

I I DLFSDNRD IDPVIVSGRL DRTNDLDRVG GGAYLHDLIQ SVPTAANARY YAEIVSEKAV 

LRRLVDAGTR VVQLGYEGDE GAEIDAVIDR AQQEVFAVSQ KNQSEDYAVL ADILDETMAE 

LEMLNDGGIA TGI PTGFKDL DDLTNGLRGG QMIIVAARPG VGKSTIALDF MRSASIKNNM 

ASVIFSLEMS KSEIVMRLLS AETEIRLADM RGGKMDETAW EKMVQKLDKV AQAPLFIDDS 

ANLTMMEIRS KARKLKQKH D LKMIVVDYLQ LMSSGKRVES RQQEVSEFSR QLKLLAKELD 

VPLIAISQLN RGPESRTDKR PQLADLRESG SLEQDADIVM LLYRPDSQDK DDERAGEADI 
ILAKHRGGPI DTVQVAHQLH YSRFVDMARG 

> RXA00545 (1-255, translated) 85 residues 

MI ILDPSQDE RTVAPSLDKF LEVVRKDKGD VVKVDVWGKR RLAYPIDKKE EGVYAVVDLK 

CESATVLELD RVLNLNDGVL RTKVL 

> RXA00562 (1-630, translated) 210 residues 

MDADPLIEDD VSGAEVKDSS DEPLLALTRY VFDRGERPVT RGLFHQVAAI LSIVSGSVLS 

TYAWMELVWW QALGVMVYAL AMLGLFAVSA AYHRGPWRRL HTVAWWRKAD HSTIAVFIAA 

TYTPLCLIVL EPGTAAWMLG IAWVGAIDSV IMNMVWINHP RWLSVLVYLA LGWLIVPLVP 

QLWSGAGPTV VWLLLAEGIV YSVGALVYGF 

> RXA00625 (1-339, translated) 113 residues 

SDHDPIKVGF NLSETTEPTI PVEPTDPAEP TDPTTPVKPT DPVETTDPSE PTDPAEPTDP 
AEPTDPEETK KPEEPKNPGS SNGSSQYATI AAIIAAILGA IALAFQFFHS SSN 

> RXA00670 (1-489, translated) 163 residues 

MPTPKKGARL GGSASHQKKI LSNLAASLFE HGAIKTTDAK AKALRPYAEK LITKAKSGSV 
ADRRNVLALV PNKEIVAYLF NELAPKFENR PGGYTRIIKL ENRKGDNAPM SQISLVLEET 
VSAEASRATR ASASKKAAEE AETEEVVEAP AEETATEEAA EEK 

> RXA00671 (1-1014, translated) 338 residues 



Appendix B, Page 4 



Attorney D^At No.: BGI-130CP 



MLISQRPTIT EEFVNNARSR FVIEPLEPGF 
HEFTTISGVK EDVSDIILNI KGLVLSSDSD 
PDLHIATLNE TAKIEIELIV ERGRGYVPAT 
RVEQRTDFDK LVIDVETKNS I T ARDALASA 
EYIAAYSMPI EDLDFSVRSY NCLKREDIHT 
AGLGLTLKDA PEDFDPSTLE GYDAETGGYI 



GYTLGNSLRR TLLSS IPGAA VTSVKIDGVL 
EPVVMQLVKE GPGVVTAGDI QPPAGVEIHN 
VTATGGEIGR IPVDQIYSPV LKVSYKVEAT 
GKTLVELFGL ARELN I AAEG IEIGPSPQET 
VGELAERAES DLLDIRNFGQ KSINEVKIKL 
DVEAEDSE 



> RXA00672 (1-603, translated) 201 residues 

MARYTGPATR KSRRLRVDLV GGDMAFERRP YPPGQAGRAR IKESEYLLQL QEKQKARFIY 

GVMEKQFRRY YAEANRRAGK TGENLVVLLE SRLDNVVYRA GLANTRRQAR QLVSHGHFTV 

NGKAI DVPSF RVSQYDIINV REKSQKMNWF EEAQDNLADA VVPAWLQVVP ENLRILVHQL 
PERAQIDI PL QEQLIVEFYS K 

> RXA00673 (1-90, translated) 30 residues 
LQAAGLEIGS ISDVTPQPHN GCRPPKRRRV 

> RXA00694 (1-396, translated) 132 residues 

MTMTDPIADM LSRVRNASNA HHDTVSMPSS KIKANIAEIL KQEGYIANYT VEDAKVGKTL 
SLELKYSNTR ERSIAGLRRV SKPGLRVYAK STNLPQVLGG LGVAIISTSQ GLLTDRQATE 
KGVGGEVLAY VW 

> RXA00695 (1-534, translated) 178 residues 

MSRIGKEPIT IPSGVETKID GQLVEVKGPK GTLNVNVPEP ISVAVEDGKI VVTRPDDHRT 
NRSLHGLSRS LVNNLVVGVT EGYTIKMEIF GVGYRVALKG KDLEFSLGYS HPVLIEASEG 
ITFAVDGNTK LSVSGI DKQK VGQVAAVIRR LRKDDPYKGK GIRYEGEQIR RKVGKTGK 

> RXA00696 (1-402, translated) 134 residues 

MSNTENKQKR VSVGKDIATR RRVARARRHF RIRKNLRGTP EAPRLVVHRS SRHMHVQIID 
DVAGHTLAAA SSIEAEVRAT EGDKKAKGAK VGQLIAERAK AAGIEQVVFD RAGYKYHGRV 
AALADAAREG GLKF 



> RXA00697 (1-633, translated) 211 residues 

MPGRERRDGG RSADDNKQND RNERRGGGRR DDRRNQQQDE RSQYIERVVT INRVSKVVKG 
GRRFSFTALV IVGDGKGMVG VGYGKAKEVP AAIQKGAEEA RKNFFRVPMV NGTITHPVQG 
EKAAGIVMLK PAAPGTGVIA GGAARPVLEC AGIQDILSKS LGSDNAINVV HATVDGLKQL 
VRPEEVAARR GKTIEEVAPA RILRARAGQE A 

> RXA00698 (1-183, translated) 61 residues 

MALKITQIKG TVGTKPKHRE NLRSLGLKRI RHTVIRPDTP EVRGMILAVR HLIVVEEVAG 
E 



> RXA00699 (1-444, translated) 148 residues 

MSEPIKLHDL RPAAGSNKAK TRVGRGEASK GKTAGRGTKG TKARKQVSAA FEGGQMPLQM 

RLPKLKGFKN PNKVDYQVVN IADLAEKFPQ GGDVSIADIV AAGLVRKNEL VKVLGNGDIS 

VKLNVTANKF SGSAKEKIEA AGGSATVA 



> RXA00706 (1-267, translated) 89 residues 

EFLDRLLTVA LPRIRDFRGL SDQQFDGHGN YTFGLTEQTM FYEI DVDKID RPRGMDITVV 
TTAVTDDEGR SLLRELGFPF KGEDGNRQQ 

> RXA00709 (1-339, translated) 113 residues 

VADNTGAREI LCIRVLGGST RRFAGIGDVI VATVKEATPG GNVKSGEIVK AVIVRTKKET 
RRADGSYISF DENAAVI IKN DNEPRGTRIF GPVARELREK KFMKIVSLAP EVI 



> RXA00710 (1-312, translated) 104 residues 

MKVHKGDMVL VISGPDKGAK GQVIAAFPKT EKVLVEGVNR IKKHVANSAP ERGAESGGIV 
TQEAPIHVSN VMVIDSDGNP TRVGYRFDEN GKKVRVSRRN GKDI 

> RXA00711 (1-156, translated) 52 residues 

MTENYI PRLK TRYQDEIRTK LQGEFEFENV MQIPGVTKIV VNMGVGDAAR DS 
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> RXA00717 (1-960, translated) 320 residues 

VTPPARRDGT PDKKQSNRSG GYRSSVRGYK PGSSRPNTRQ QPQKKDEILL SNAKPAKKQN 

VKSDDDWSMG FLNRNDSDGV RLQKVLAQAG VASRRHAEIL IDQGRVEVND RIVTTQGVRV 

DPNNDVIRVD GVRIHINEDL EYFVLNKPRG MHSTMSDELG RPCVGDLVSE KTASGQRLFH 

VGRLDADTEG LLLLTNDGEL ANRLMHPKYE VSKTYLATVR GEATNKLVSA LRDGVELEDG 

PAKADFAQII DVFQGKSLLR IEIHEGRKHi VRRLFDELGF PVERLVRTKL HTVQLGDQKP 

GSLRALNSSE LTSLYKVVQL 

> RXA00789 (1-243, translated) 81 residues 

MTNPDIVGSG QGNDSFEPVA QLSYERARDE LVEIVKILEL GQMGLDESLK YWERGEALAK 

RCEEHLAGAS ARVEQALNQA E 

> RXA00790 (1-1026, translated) 342 residues 

RNRPTPLKDG DRVIVYGKPA FYAGRGTFSL WVTDIRPVGI GELLARIEEL RKRLAAEGLF 

DPARKKRLPF LPNRVGLITG RGSAAERDVL SVAKDRWPEV QFEVINTAVQ GASAVPEIIE 

ALRVLDQDPR VDVIIIARGG GSVEDLLPFS EEALQRAVAA AQTPVVSAIG HEPDTPVLDN 

VADLRAATPT DAAKRVV P D V AEERMLINQL RSRSAAALRG WVQREQQALA AIRTRPVLAD 

PMTPINRRRD EIAQAVGLIR RDVTHLVRTE QALVASLRAQ VSALGPSATL ARGYSVVQVI 

PRDGSAPEVV TTIEQSPPGS QLRIRVADGS ITAASMGTQQ AN 




> RXA007 98 
DYWDLSAEFN 
AEALAEALEG 
NGHITYMRTD 
ETFATPGQLH 
GRTLTFPGFL 
TEASLVKKME 
VDYDFTSSME 
HI DARSVNSL 
TLEVAEKLFA 
AERKAEDEQR 
EALKLLSLPR 
AEPKRRGRAA 
RANELLSERR 
AKKKS 



(1-2355, t: 
ARENGKADSD 
QEMAVVGVEE 
STSLSEQGMK 
GQLDAEEFKL 
RAYVETTRTA 
DLGIGRPSTY 
DELDNIAAGR 
KLFDDAEGRA 
TPQGGRELGI 
ATDGMRPKNW 
EVGVDPSDNE 
AQPPLKQLGD 
AKEAADGGAP 



■anslated) 
NPSSFTARLS 
KPYTRRPYAP 
AARDQALELY 
YELIWQRTVA 
DGRDVADNAE 
ASI IKTIQDR 
EGRTEWLNGF 
VNVRVGRYGP 
N PAN G RM V V A 
ETKTAANQKE 
VITAQNGRYG 
NDVSGKPMTV 
AKKTSTKKTA 



'85 residue; 
TIDGNRVAQG 
FMTSTLQQES 
GAEYVSPSPR 
SQMADAKGTS 
KRLPLLSEGD 
GYVYSRGNAL 
YFGDAEADQS 
YIERIVGTTA 
KEGRFGPYVI 
KRINQLVEEN 
PYLKKGSDSR 
KDGRFGPYVT 
AKKTTAKKTT 



RDFNDRGELT 
GRKLHYTSER 
TYDRKVKNSQ 
MKVTIGGTAK 
LLKVLSIEAD 
VPSWVAFAVV 
MAESVARQGG 
EGEPEFQRAN 
EQVTDSERAG 
LKPATASLFS 
SLNSEEQIFT 
DGTTNASLRK 
AKKTVRKAPP 



SEAVVVDKQR 
TMRIAQRLYE 
EAHEAIRPAG 
TGEKTEFNAT 
GHSTNPPARY 
GLLEANFTSL 
LKALVDANLE 
LPEETTPDEL 
AEAQAEEVVA 
GMEPAAVTLE 
VTLDEARRIY 
GDVPESLTDA 
KTTKNVVKAG 



> RXA00807 (1-1119, translated) 373 residues 

VFDSLAGSKT VSKTLFDAAS SARALVRART TERARARAEH QNPAMIHDSG FAQSWLFTGP 
PGSGRSVAAK VFAATLVCSN PDVVGCGQCE DCRAAMGGSH PDIEHIVPQQ LSIGVDAARE 
VIKAAAVSPV AGNWRVVIFE NADRLTMQAA NALLKTVEEP TESTVMILCA PTTDPRDIAI 
TLRSRCRHLY IPTPSIAEVA RILVAEGNVS QADAELAAAA SGAHIGRARY LAHNNAAQRR 
RASILNLAEL IFHGDVAFRS VNTLVKMVET EAKDSNKEKE EGDLEAVRIS LGMAAKGKGV 
HKAVRGGAGD FKALEDQQKL RRTRFLRDSL DLALVDLAGI YRDAIIISSQ AQVGLTHPDM 
EGLSQELATK VSQ 

> RXA00809 (1-510, translated) 170 residues 

LTTPDFESEK TQAMRPSFGE ELAAIVSKRY SESTLTHMVT LPASKAKYVD WPSWVPASLR 
DALVNRGINK LFSHQEQTAH LAWNGQHVVV ATGTSSGKSL GYQLPILSAL GTDPTACALY 
LTPTKALGSD QLTSTSTLLR DIPDFHPINP APYDGDTPSE ARSGIRDLSR 



> RXA00817 (1-1710, translated) 570 residues 

FYGSHPTVIL ASATSSDPEI HASRLLGAPV KAVTEDGAPT GERTVLLWEP GFIEGAEGEN 

GAPVRRAAST EAANIMATLI SEGARTLTFV RSRRQAEIVA LRAQEELSTL GRPDFARRVA 

SYRAGYLAED RRRLERLLDD GTLLGVASTN ALELGIDVGG LDAVVTAGFP GTVASFWQQA 

GRAGRRGQGS LVVLVARDEP MDTYLVHHPA ALLEKPVEAA VFDPTNPHVI RGHVYCAAVE 

KPLTEAEVAA FGAQKVVEKL EIEGLLRKRP RGWFAVEKPM SEDPDELSPD SAHQQVSLRG 

GSGSEFMIVD ITDGRLLGTI DSAKAMSQTH PGAVYLHQGE SFVIDELDLE ENLALARPEL 

PDYTTYARSD TDIRITSAPL EDEVFDAGGG LWVANVEVQV TDRVTGYVTR LSDGTTLDAT 

PLYLPPQILQ TRAVAYTI DP LALEAMGI PA ADI PGALHAA EHAAIGMLPL LATCDRWDIG 

GVSTALHADT GYPTVFVYDG MDGGAGFADT GFRRFAQWIE ATFEVVRSCS CESGCPSCVQ 
SPKCGNGNNP LDKAGAIKLL GAMVTLLGTS 
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> RXA00823 (1-780, translated) 260 residues 

MGSITPQKRP RVGSHIANKG QETDIGRKRR ARRINRTLTV AYPDAHCELD FTNPLELTVA 

TILSAQCTDV RVNQVTPALF KRYPTATDYA NADRTELEEF IRPTGFYRNK ATSLIGLGEA 

LISLHDGQVP GTLEQLVELP GVGRKTANW LGNAFGVPGI TVDTHFGRLV RRLKLTDEED 

PVKVEKVMNE LIEKPEWTMF SHRLI FHGRR ICHSRRAACG ACMLAADCPS FGLEGPSDPF 

EAQKLIKSDD REHLLKMAGM 



> RXA00890 (1-1275, translated) 425 residues 

LSI AT WALL FSGLLGAVES ALSSVSRARV EQMLKDEASG SASLLRVIDE RALHINMLIM 

LRTLLDASAA VFAGAIAVNV MDSWAWGIVL AIVVVSLLTF AVVGVFGRTV GRKNPYSVML 

RSAVVLSGLA KILGPIARGL IWIGNIIAPG PGFRNGPYAT EVELREMVDI AQEHGIVEIE 

ERRMIQSVFD LASTTVRQVM VPRPEMIWIE SGKTAGQATA LCVRSGHSRI PVIGENVDDI 

IGIVYLKDLV QKTYYATDGG KSVLVDEVMR EAT FVPDSKS LDALLQEMQE DHKHIAILVD 

EYGGVAGLIS IEDILEEIVG EIADEYDARE VAPIEKIGDR TYRVVSRLSL EDLKDHIEEE 

LDLEIEFGDE IEDQVDTVGG LIAFELGRVP LPGATVETCG LKLTAEGAKN RRGRLRMHSA 
VVEVG 



> RXA00898 (1-789, translated) 263 residues 

MRIVNWNVNS ARTRVDRMVD FLLRHDVDVL AVQETKCKDE QFPTERFTEI GYEVAHFGLN 
QWNGVAIISR VGIENVETHF PAQPGFNKDI TKEQSIEARA IGARCGGVQV WSLYVPNGRE 
IADPHYDYKL RWLFSLRNYV I DTLEYRPEE KLVLLGDFNI APTDIDVWDI AAFEGKTHVT 
EPERAAFDGL IEAGLKETTP GPGTYTYWDY KGARFLKGEG MRIDFQLASP ALAATAGETF 
VDVEERSGTG ASDHAPVIVD YKV 

> RXA00967 (1-363, translated) 121 residues 

MPVQDAGERN NNDRPVMPGE ILREEFMEPL GLSQNGLARA IGVPPRRINE IVHGKRAITA 
DTALRLAAYL GPDPQFWLNL QTHYDLSVTY LDARTLLEAI KPYDRQQNVA RTLNPLQESS 
Q 

> RXA00990 (1-453, translated) 151 residues 
VATDIAARGI DVDDVSLVVH VDPPAEHKAY LHRAGRTARA 
LFQKAGVTAA EVKVNENSPE LAKI TGARRP SGVALPAPGQ 
RNPRRRGQSG SRSTGRSNPR RQTSRKDGPK S 

> RXA00994 (1-342, translated) 114 residues 
MTTFLELKLP DEIVRELRSQ GITEAFPIQE AAIPDALAGK DVLGRGPTGS GKTFTFGLPM 
ITRLARSGAS KPGRPRGLVL VPTRELAAQV RERLDDPARV MGLRVLEVVG GVNI 

> RXA01030 (1-1176, translated) 392 residues 

MTSTTQPGTT PELSADTHSE PWDVVIENTL EPFQKVVRQF IIDRPYSGIF LTMGGGKTLT 

TLSALTYIQP PGHILVVAPL NISRLTWPEE VRKWNIPVNA ISLITNERGT KLTRAKRLKL 

YEETATTPPT LYYITINLLE DIVNYFGDRW PFWTVIIDES QTISDISSKR TRALFSVRPY 

IGRLILLTGT PSANKFDSIY AQVAVLDYGA SLGDNIDVFR ARWCAPDIIT DKQVRRWKPA 

NKQAEAEVYR TISHLVMSAV NTDIKLPPLH FVDHEVHMSD DEHRDYELFK KDAVLAALLD 

MAEENEGGEG ADDTDAADSA TTTPPASSQP TNPAIPAGLL QAIQQTQDTN GRAIAPVTTA 
ELDHFDDLPV QRQEDLGTLV VISAVHASDS AA 

> RXA01064 (1-636, translated) 212 residues 

MSLSISFHKI ALSATTLLGA VAISACALVT QAPPINAAPV TGSSSLSFTL DLGTTTPTSI 

DTVKLTQQAQ NQAAPRVAAS LVRVVDGDTI VVNYQGAQKT VRMIGIDSPE TKHPTKPVGF 

YGPESSQNLT TMLRGATITL EFDSTQARED QYGRLLAYVW YTKGDSGLKL ANLEQIASGS 

AAEYSFDTRY NHRNIFLRAQ TLAKASSLGM WG 

> RXA01149 (1-258, translated) 86 residues 

VVAPQSRKPQ HPGEILSERF LEPRGISHYD LAKTLHITEA TIANFVEGRT DLTIGLAVRL 
SRSFDLSTQE WIALQRTFDQ AHRRSA 

> RXA01157 (1-1605, translated) 535 residues 

MSFSAEKGTH LSEFIADLGF DLDEFQIKGC HAVEEDHGVL VCAPTGAGKT IVGEFAVSLA 
LSRGTKCFYT TPIKALSNQK YHDLVAKHGS DAVGLLTGDV SINHDADIVV MTTEVLRNMI 



GTSGTVVTLV MDEQIKEVRE 
QQPKREQKNT HNRSDSRGSS 
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YAGSFALERL SHVVMDEIHF LADAS RGAVW 
TTVRGDTRVI VTDHRPVPLD QYMMVQRKVM 
RAAYRSGEGF RARSKGDKQD SRTGKPREQD 
GCDGALYQCL RSKLVLTDQA ESEEIARIVD 
HAGMLPAFRH IVEELFVKGL VRAVFATETL 
QYTQLTGRAG RRGIDVLGNA VVQWSPALDP 
TIGYEPSLRL LEKSFAQFQA DGSVVGDVRE 



Attorney 




:t No.:BGI-130CP 



EEVILNLDDS VNIIGLSATV SNSEEFGEWL 
PLFEPGTDGR VNKELEATID RLNSKQSEQG 
RHRPLGRPEV LSILKGINML PAITFIFSRA 
AGVVGI PEED LQVLNFKQWR AALMRGFAAH 
ALGINMPART VVLEKMVKFD GEGHVDLTPG 
RWVAGLASTR TYPLISTFQP GYNMSVNLLK 
IERAEAKVAE LRAQLNKEIA ATNPA 



> RXA01238 
VIAAYGASIS 
EGVDKSIAFA 
ETANDDWGSI 
FADLVPKMVE 
NHKLPTVASH 
NARVYPVLKD 
KVATPEVIPD 
ILVAGPWATI 



(1-1401, t 
LDDSTLTISY 
PNSSADLAAL 
CQIGLVKYVD 
FVGDLPLVAH 
LGFELKNHHD 
RSGANVALQR 
PNPDADPSSI 
TSKQKRAEEL 



ranslated) 4 
SPLLAALSKS 
AADIDAVLKG 
GVEESSESWL 
NAQFDFTALS 
AAEDARACAA 
RNFGLDAGKT 
LYGQNVTLTG 
KEKGQDIQIW 



67 residues 

SAQSESVDLT 

EKPQHLGGGA 

CTPPESLNFF 

RACAASGIDV 

ITIALAKRHS 

EVPVQPAVDP 

DFEPYEKGAL 

DEKQLFTALG 



QVSGVSVQDP 
PVVPSAPSTV 
NEINIGIHGI 
PEMI YGCSLT 
FEGSFVDFVH 
AWETPKAEPK 
WQRIADQGAL 
LDEQPPF 



TAFTHGFLNL 
AGLNFVGFDV 
TPEMVADQPR 
LARNEKLQVE 
SRGFTMGTVD 
KQSGRRAPWD 
IGKNVTKKTT 



> RXA01255 (1-1080, translated) 360 residues 

MSTTSESQDH AARIEAERQE AIEAAPFVSV SIQSSGIHPS TSRMVTIDLV TLSPNLEPVE 
TFHAVLDSKT DPGPFHLHGV TEEEFASAKR FGQILKSLDR LI DGRTLLIH NAARSWGFIV 
S EAKRAMN DA ARANRNSNRG NRRGGRGRRR QRVGHIPKPL VIVDTLASAR RQAIALDDVR 
IRGVAHTLGL DAPAAEASVE RAQVSHRQLC REETLLVARL YGALKQSGPL AEIDPQSLRA 
DKFGLQRSII RVQAQEASPT LVNPGTYEPG KTLIAGMEVV VAPEIEMDPD IIIQACVDAD 
LSYSEKLTRQ TSVVVCNQTR DIDGKAMHAQ RKGIPLLSDV AFLAAVKRVK EGKKVDVEKR 



> RXA01279 (1-465, translated) 155 residues 

MRKSAAPKRP VVQDPVYKSE LVTQLVNKIL IGGKKSTAER IVYGALEICR EKTGTDPVGT 
LEKALGNVRP DLEVRSRRVG GATYQVPVDV RPERANTLAL RWLVTFTRQR RENTMIERLA 
NELLDAANGL GASVKRREDT HKMAEANRAF AHYRW 



> RXA01280 (1-366, translated) 122 residues 

MPTIQQLVRK ARHDKSDKVA TAALKGSPQR RGVCTRVYTT TPKKPNSALR KVARVRLTSG 
IEVSAYIPGE GHNLQEHSMV LVRGGRVKDL PGVRYKIVRG ALDTQGVKDR KQARSRYGAK 
RG 



> RXA01286 (1-654, translated) 218 residues 

MSENEIKGIL GTKLGMTQIF DEENRVI PVT VVEAGPCVVS QIRTVETDGY NAIQIAYGEI 

DPRKVNQPLT GHFKKAGVTP RRHVTEIRMD DVSGYEVGQD VTVEI FNDIK FVDVTGTTKG 

KGYAGAMKRH GFAGQGAGHG NQAAHRRVGG IGAAATPGRI FKGKRMAGRM GNDRVTTQNL 

KVQKI DA DAN IILIKGAIPG NRGGIVTVKT AVKGGAHA 

> RXA01287 (1-303, translated) 101 residues 

VAGQKIRIRL KAYDHEAI DA SARKI VETVT RTGARVVG P V PLPTEKNVYA VIRSPHKYKD 

SREHFEMRTH KRLI DILDPT PKTVDALMRI DLPASVDVNI Q 



> RXA01305 (1-1866, translated) 622 residues 

MRPSSRPLGL VLCTALASTI ITVPAASAQE PALLDASAIA PHTASYGYYV DAWDTNVSTD 

LNPSSNAAVG VLEEMLELWT PGEEWNTGVK VDPTVLDSNI AQSVAISQQA TDAQQERAWV 

IDRRNQNYTA TDGLGAYADS YRETAQVGTT IPDVVPADAT TVKYNDGGNV NGNWAETGGE 

LGSTVDLIEA IRQHAATSNN AKAYYQYPRP YRWTES IEPE AWGEGVDMPE YANPLRKDES 

EAASDGGFPS GHTSAGGMAT NGLAYAFPQQ YDKLLMTAAE IGESRIQLGM HSPLDVIGGR 

VLSTAITAGA LNDPNLDSVK AEAFDDAQAW ISNQSDITTN TRDFDEQLAE YTNFLTFGFE 

QSGDTTQDMR VPKGAEALLE TRLPYLDDEQ RRWVLHSTGL ESGFPVLDDA EGWGRLNLYA 

AQAGYSAFDT NVDVTMNAID GGYNAKDNWQ NDIEGAGSLT KNGSGELTLS GDNSYTGGTT 

ITAGTLVAAT ESALGAGDLT INDGATLKIT QPVTVDGTAN LGGTLHVALP VGTNHVTVID 

AASISGEFDE VIVDGAVDAQ VSYDNGSVVI TTGAPSDDVK ETGSSAGGIL AIVAALGGIA 
ALIFGAFTQF GFPPAIKEMF DL 



> RXA01334 (1-384, translated) 128 residues 

MAKLTKDELI EAFKEMTLIE LSEFVKEFEE VFDVTAAAPV AVAAAGAAGG EAAAAEEKDE 
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FDVVLEDAGA KKIGVIKAVR ELVSGLGLKE AKELVEGAPK AILEGANKDD AEAAKAKLEE 
AGAKVTLK 

> RXA01335 (1-513, translated) 171 residues 

MANPRNEAAL AELKARFAET DTVVLTEYRG LTVAQTTELR KALGFDVQYS VAKNTLVKIA 

ANEAGVEGLD DLLTGPTAVA FIKGEAVDTA KVLKKFGEEN KAFVVKGGYM DGNALTAEQV 

NAIAELDNRE TTLAKLAGAM KGSLAKAAGL FNAPASQVAR LAVAL QDKKD A 

> RXA01343 (1-651, translated) 217 residues 

I YSPLEAANL VKETSSKNYD ASI DVAIRLG VDPRKADQLV RGTVSLPNGT GKTVRVAVFA 
QGEKATEAEA AGADFVGTDE LVEKIQGGWT DFDVAIATPD QMAKIGRIAR VLGPRGLMPN 
PKTGTVTNDV AKAIEEVKGG KISFRVDKAS NLHAAIGKAS FDAKKLAENY GALLDEI IRI 
KPSSAKGIYV KRVTLSSTTG PGVEVDTHVT KNYAEEA 

> RXA01353 (1-339, translated) 113 residues 

MNILDKIDAA SLRDDVPAFR AGDTLDVHVK VIEGTTTRTQ LFKGVVIRRQ GGGIRETFTV 
RKVSFGIGVE RTFPVHSPNI EKIEVIRRGD VRRAKLYYLR ELRGKAARIK EKR 



> RXA01356 (1-627, translated) 209 residues 

LSRNGLGPVA GVDEAGRGAC CGPISIAACI LPDKPIQELA ALTDSKKLSA STREKLMPLI 
KKHALAWSVI VISAQDIDRF GIQHANISGM RRAVAALGTQ PGYVLTDAMK VPGFTVPYLP 
I IGGDASARC IAAASVLAKQ TRDDIMTDMA NDYPHYGLEI HKGYSTKIHM DAVRHHGASP 
EHRYSYANVA KAHQEWLHAA DNDTTEGGA 



> RXA01363 (1-699, translated) 233 residues 

MSSLIPVHAA GSIQEGITEY LTTSFSLADK QVATELKRFL GHGDSGMFHG PYVRARLPYA 

QAQEWENVLS WLPENFVPYH HQKAAFQRLS SLDNRGKDRR PDPTLVVTGT GSGKTESFLY 

PILDHALRLR KRGQQGIKAL LLYPMNALAN DQADRLARLI HNNPALKGVT AGI YTGEAKG 

NRTQMGEREL INDPQAMRVS PPDILLTNYK MLDQLLLRSV DREMWQKSAT SLQ 

> RXA01374 (1-882, translated) 294 residues 

MSESGALSST DSLSPGVTIE VRDEIWLVTH VTRSTDGFRV KARGLSDYVR DHEATFFTAL 

DKDLKVI DPT QVTVSLDDSS NYRRTRLWLE ATMRKTPVPL YQESLSVADQ MLADPLEYQL 

AAVRKTLSSA NLRPRVLIAD AVGLGKTLEM GMILAELIRR GRGERILVVT PRHIMEQFQQ 

EMWTRFAI PL VRLDSVGIQQ VRQKLPASRN PFTYFPRVIV SMDTLKSPKY RAQLEKVHWD 

AVVIDEIHNA TNAGTQNNEL ARTLAPTAEA LILASATPHN GDPESFKEIL RLLD 



> RXA01423 (1-141, translated) 47 residues 
MAKGKRTFQP NNRRRARVHG FRLRMRTRAG RAI VAARRRK GRAKLTA 

> RXA01424 (1-309, translated) 103 residues 

VHLWDSAESL DGTEKQGEVA SFGGPRFGLV VSKAVGNAVV RHRTSRRLRH ICASIAEKSP 

ELLSPTHHVV I RALAGAGNA TSAELERDIR YGLGKASRVR TNK 



> RXA01453 (1-297, translated) 99 residues 

MAQKLYPPIH PGEILMEDFI KGFGLTQNKV AVSIGVPPRR INEIVHGKRS ITADTALRLG 
RYFGIDPQFW LSLQTQYELE LDRDAGAATY AQITPLKVA 



> RXA01480 
MAKGRI PESD 
YHCFSTGKGG 
ANKAAHQFYR 
FKELEAAGLS 
LYKKSKVLFG 
RRLMLDDNYF 
GDAAVRDLVA 
LLSGWVGWSD 
WQERESLKIA 
SENMTDILGT 
SEDEQAYNSL 



(1-1893, t 
IQAIRERTPI 
DVFSFLMEME 
EQLETPEAQP 
KMGKRGPIDQ 
LDSAKKAIAA 
RGELIYTFDG 
RRI PMFEFVI 
PSEVLRQVHE 
LQYPELAGSY 
SLVSELAMEP 
FSDLVALEQA 



ranslated) 
EEIVGDYVQL 
HISFPEAVEV 
GREFLLQRGF 
FQRRLLWPIK 
GHQAVVVEGY 
DEAGQKAAMR 
QSI ISEYTLD 
EARRPKRDKK 
FDGLPTDSFT 
IEVEAQDLES 
RRELLARAFR 



631 residues 
KSAGADSLKG 
CAEKIGYQIN 
GQQHI YHFEC 
NLSGDVIGFG 
TDVMAMHAAG 
AFEGDQKFTG 
TVEGRLAALR 
PVRAKRFDQP 
N PAY RM V R DA 
YTDGVLSRLQ 
G 



LSPFKDEKTP 
YQGGGPGRRE 
GYAPAGWDTL 
ARKLFDDDKM 
IDTAVASCGT 
QSFVSVAPNG 
RAVPIVADIR 
LEDQSLRPTM 
ISAAGGCERA 
ETRVGNQIAI 



SFHVRPNRGY 
EPGTRQRLIL 
TKHLLKKGFE 
GKYMNTPETL 
AFGEEHLQML 
MDPCDLRLER 
DKTLQSEYAR 
ALPNPRNPVL 
LDGTDWLPAV 
LKGQLQRMRP 
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> RXA01481 (1-492, translated) 164 residues 

MQNSKKTLGG VLGVIVVLAA AWFGIDLSTS GEATSQASSS ATTTTITSSN TPTSESISSN 
SDLDGDSCSM SELPQEADEV VDDILAGGPF DYPDNDGVRF GNYEGVLPKE SSNYYREYTV 
ETPGLSHRGP LRI VTGGSNP TDPEVWYYTS DHYETFCAIT DAEN 



> RXA01487 (1-267, translated) 89 residues 

MALTSEQKKS ILSEFGLHET DTGSPEAQIA LLTNRINNLT EHLKFHKHDH HSRRGLLLLV 
GRRRGLLKYL ADNNVDRYRD LIARLGLRR 



> RXA01495 (1-447, translated) 149 residues 

MADNARAARM AKRIQTIVAS AIERDIKDRR LEFVTITDVT MTGDLHDAKV FYTVRGASIE 
EEPDLEAAAE ALHRARGQLR KIVGQQLGVR FTPTLTYSID TVPEASAHME ALLDRARKRD 
EELAKLREGA APAGDADPYK TSSKSESEE 



> RXA01563 (1-810, translated) 270 residues 

QIFDLHLLKG HGSEDWSKRP LPESWLNYAA LDVEMLLELA DVb4AEILDQQ GKLPWAEQEF 
VH1VDQFATM TEPSETSWQD LKGLSTLKRP DQLVVAREMW LERDSFAASR DLAPGKVLSN 
KVIVEVARVL PRTPAELAQV KGFPGRSQGA TKRWFRI ITR ALKSPRRNWP KPQQRKDGI P 
DRRAWAS YYP EEHEVLQEIR ALI DDLAADI NVPGENILQP STLRVAVWMA KHTGEIHNAE 
TLNAVLRDYG ARQWQIDQTF PILSANLLKL 



> RXA01568 (1-435, translated) 145 residues 

WDNITYLMRA ARKGTVVPMV IELDGRFVGQ LTIGNIQHGG ISDAWIGYWV SSAVTGRGIA 
TAACALGVDH AFRRIGLHRL TATYLPSNPA SGKVLGHSGF RPEGYLIRNL HIDGQWMDHH 
FVALLADEYS ITAVERLTRE GRLRR 



> RXA01581 (1-813, translated) 271 residues 

MALDFNEAFT ERTPRIVNAA KLHRAAQRKK DKRFLVEGEN SVEAAVATGA ATDLFVTESA 
AERFEEIVRT AGYMNVYTHA ITDKAAKHLS DTVTTTGI FA LCDDVLWSVG KAITGQPRLV 
SVPVETREPG NAGTLIRVSD AVGADAVVFA GESVDPLGAK AVRSSAGSLF HI PVARNNNI 
ADVLGQLRSK GLQILATSAD GEVDLDDADE LLAKPTAWLF GNEAHGLDES LLAQADHRVR 
I PIRGRAESL NLATAASICL YESSKALFAG E 



> RXA01594 (1-744, translated) 248 residues 

MIRGRRVFVA GMLALKPATV VEPEVSIRVE EDASEDWASR GAHKLLGALE SFEPLGLKVK 
GRRVLDAGAS TGGFTDVLLR RE AS E WAV D VGYGQLIWRL QNDDRVRVVD RTNIRYMTLE 
DTGGECDMMV GDLSFISLKL TLPAIAKVLS DGADLLPMVK PQFEVGKDRL GSGGVVRSPE 
LRAEVTADVA KFAATLGLSL KHVVASPLPG PSGNVEYFLW LVKDGGASMP DDQQLSAMID 
TAVKEGPQ 

> RXA01637 (1-309, translated) 103 residues 

VREASVEKQP ASSDPLETIR SRWSELRNIV EKQSVRTSIM LTEARVLGLR GDTLVLGHST 
GALAARLNAA DHNGILVKVL AEETGLQLKV ECI VGTNPAE AGF 

> RXA01661 (1-666, translated) 222 residues 

LDSTNTPGPT EWGESRVGKG PWEEENPGVP RPTSPLFDVT LLNEGDRRNV VDAYRYWTRE 
AIVEDI DTRR HSLHVAIENF ENDANIGTVV RTANAFAVNT VHIVGRRRWN RRGAMVT DRY 
QHLMHHEDVD SLLAWAIAER LTIVAIDNTP GSVPLETAEL PKNCLLLFGQ EGPGVTEAAR 
AGALMTCSIA QFGSTRSINA GVAAGIAMHA WIRQHADLSQ AW 

> RXA01682 (1-234, translated) 78 residues 

RTKVDAYKSQ KRGGKGVCGA ELKQDDIVRH FFVSSTHDWI LFLHQLRSRV PPQGIRTSRG 
I PHRTWTARG QPSGIPTW 



> RXA01683 (1-750, translated) 250 residues 

VYRLKAFELP EASRTARGQH VANLLEFQPG EQIAQVIQLE SYNDFPYLVL ATAHGRVKKS 

RLLDYESARS GGLIAINLNE DDRLIGAALC GEEDDLLLVS EFGQSIRFTA DDEQLRPMGR 

ATAGVKGMRF RDNDQLLSMS VVRDGEFLLV ATSGGYGKRT PLEDYSTQGR GGLGVVTFKY 

TPKRGRLVSA IAVEEDDEIF AITSAGGVVR TEVKQIRPSS RATMGVRLVN LEEGVELLAI 
DKNVEDQGEA 
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> RXA01684 (1-873, translated) 291 residues 

GDTAI YDTLV RMAQ PWSMRY PLVDGQGNFG SRGNDGPAAM RYTECRMTPL AMEMVRDIRE 
NTVNFSPNYD GKTLEPDVLP SRVPNLLMNG SGGIAVGMAT NIPPHNLNEL ADAI FWLLEN 
PDAEESEALE ACMKFVKGPD FPTAGLI IGD KGIHDAYTTG RGSIRMRGVT SIEEEGNRTV 
IVITELPYQV NPDNLISNIA EQVRDGKLVG ISKIEDESSD RVGMRI VVTL KRDAVARVVL 
NNLFKHSQLQ ANFGANMLSI VDGVPRTLRL DQMLRYYVAH QIEVIVRRTQ Y 



> RXA01688 (1-564, translated) 188 residues 

QFEGQTKTKL GNTEIKSFVQ RMANEHIGHW LEAN PAEAKV IINKAVGSAQ ARLAARKARD 

LVRRKSATDL GGLPGKLADC RSKDPEKSEL YIVEGDSAGG SAKSGRDSMF QAILPLRGKI 

LNVEKARLDK VLKNAEVQAI ITALGTGIHD EFDINKLRYH KIVLMADADV DGQHIATLLL 
TLLFRFMP 



> RXA01689 (1-726, translated) 24 

FDSDSYAVSG GLHGVGISVV NALSTRVEAD 

TTIRFWPDAE I FETTEFDFE TISRRLQEMA 

TATELSLDEI DNETELVEET TDAPKKPKKR 

VSFEAKGDDH EVEVAMQWNS SYKESVHTFA 
KL 



2 residues 

IKLHGKHWYQ NFEKSVPDEL IEGGNARGTG 
FLNKGLTITL TDNRATDEEL ELEALAEQGE 
EKKKIFHYPN GLEDYVHYLN RSKTNIHPSI 
NTINTREGGT HEEGFRSALT SLMNRYAREH 



> RXA01713 (1-354, translated) 118 residues 

MVSDLLQPRD GIPPLLSTPG EFTAAADLLA SGTGPFAIDT ERASGFRYDD RAFLIQIRRR 

GSGTLLFDPE QFRPELTQAL KPVLNGQEWI IHAASTDLPS LAWLDLHPGL LFDTELAG 

> RXA01718 (1-486, translated) 162 residues 

LLTAVLSLIA GLVVIGVIIV LNGYFVAQEF AYMSVDRNEL RALADSGDKK ARRALSITKR 

TSFMLSGAQL GITVTGLLVG FVAEPLVGNA LGVLLGGVGV PAAVSISVGT VLALAISTVV 

QMI FGELFPK NYTLATPLKS ALALAPSTTW YLKPRWLVDH IL 

> RXA01735 (1-282, translated) 94 residues 

VANTEHNYDA SSITILEGLE AVRKRPGMYI GSTGPRGLHH LIWEVVDNSV DEAMAGHATK 

VEVTLLEDGG VQVVDDGRGI PVDMHPSGAP TVQV 



> RXA01736 (1-2868, translated) 
TVSTYDSYAG TLIREYGLLL PVEPSARLIT 
YLLKLVSEMD NHMVTAEDIR EESDPFIKLF 
LPLVKALKEE LHNQAVVTFG EQMSKAAHLA 
VLLSSLFGGT DPGLTVNAVG DPMQAI YGWR 
TTSWRNPPEV LTLANAVSRE VLGSPDAPTR 
VADEMVKHWN AREEKGTFTA AVLVRKKRHS 
LISLATMLVR PHDNRAALRI LAGPHVGLGV 
ELDAI IEEAT AIEPEAVVGL ADAVADLGEG 
ADI FADIETV FNIRTEVLSR QDPHADGAAG 
DQEEGLEPGE VTVRSDRVQI LTVHKAKGLE 
SLRGDAGTGA PEMDTSEADD RKALEDSGKE 
TGSALDESGT KAKVPYGHLE ILRDKAPECV 
GADLVRGPRA EPNNEGGLES LWEKEVSALI 
PEQFARRMRR PVPFKPNTYA KRGTLFHQWL 
RDAFLGSTWE NRTPEFVEHP FEVTIGEHVI 
DAAIIQLAVY RLAWARLKGL EPEEVRAAFH 



»56 residues 

QTELYHIARN VVNNYDGELT ATQTPATVTE 
DELPKGKGQR DNLNAEMTKW RDTQVARLQY 
STHPQVGYSQ RRRFRVVMLD EYQDTSHSQR 
GATAANLENF VDDFPVIHLD GKTRAPKNEL 
TVQPLQPREG APTGEVSLGW FGTAAQEREF 
APMAEELTKR GIPVEIVGLS GLLDIPEIAD 
ADLQRLQGRA RNIAGRVSRE RREKNPDPLA 
DRFSEEGLSR LKRLATQLRY LRKYSLGRSV 
TVHLDKFAEE VASHGGIGLP ELLDYFELAK 
WDIVSVLHAD ASTYDAKAST WLKNVTMIPS 
YTSEVREGLR EENSRLFYVG ITRSERVLLV 
VSWWEGEEGD VEKQKPAEGV FPQLLAADSS 
DEHRRLSNPI VEVETPRELT ATDLVSMKNN 
EDRFGSTALL DETELPGIDE DYSDDAFIEL 
RGRMDAVFHT DGTWMVVDWK TGRTPTGPEM 
YVAHDHTFEP NDLPTQEELA RLLSQE 



> RXA01739 (1-597, translated) 199 residues 

VINLQDLDED QRIAASAPRG PVCILAGAGT GKTRTITYRI AHLIDQGFVS PNRVLAVTFT 
SRAAGEMRHR LNLMGIGGVQ ART FHAAARK QLLYFWPQVA GNLPWRLLDN KFQLVGRAVR 
GARLESQTEK VRDILGEIEW AKASLITPEQ YPDRLGTRTP PAPAEKIAEV YQRYENMKAT 
PEGMLLDFDD LLLHTAGAL 



> RXA01740 (1-1422, translated) 474 residues 

VAEEFRQQYR SFVVDEYQDV TPLQQRVLDA WLGDRDDLTV VGDANQTIYS FTGATPEFLL 

NFSRKYPEAT VVKLQRDYRS TPQVTALANT VIGQARGRVA GTRLELQGMR IAGPEPEFSA 

FDDEPTEARE VAGRILTLLK NGVQASEIAV LYRINAQSAV FEQALADAGI VYQVRGGEGF 
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FTRPEIRQAL SQLIRTSQRD VDESDLVRLT QRTLVPLGLS SEEPSGAQER ERWQSLNALV 

DLVKDLVKAT PDLDLTGLLL KLRERQEAKH PPTVEGVTLA SLHAAKGLEW DAVFLVGLVD 

STLPISHAIK SGDEAIEEER RLFYVGVTRA REHLHCSWAL ARQEGGRKSR KRSRFLDGI V 

VEMASESGTP RSNRPKNCRV CGSVLSSPAE KAVGRCASCP IQADERVFEQ LRTWRNDTAK 

RENKAAYMVF SNATLMAIAE MNPTNENELL SVPGVGPMKI ENYGDDVLAI LGAL 



> RXA01772 
FKKAFKKQSE 
RLLQSGLIKP 
EPFDGIVLGD 
NANLKYPTLD 
GNTADGVRLS 
GCRILYKDIG 
KNKSALKVFQ 
SPKEADVNQF 
FHVSLNQRRY 
RWTWEPIETR 
KDDI FYFVYA 
VEPWDVEVKV 
EAENYQLGSR 
TMRIVEEL 



(1-2364, t: 
ALGIVYTPVE 
EDLARKYANE 
TFQMYEDDDK 
RRIEDSYAKY 
LAQDFSEIYV 
DNLSADAKLN 
TFSAGLKTGR 
LKQNPDLADS 
QLPSMFPTPE 
EGELDFGNGL 
QLHDPAYREA 
KEKADPTDRE 
SAIAWLIDRY 



anslated) 

I VDFILRAAD 

LHATEIMLLA 

LDLDVFTANN 

STATNKNSLY 

FNLRGNSRTG 

EIAVATIEGA 

DAWCYGPTSA 

KKI SWDSNLK 

HDNQGFYIVN 

FSTTPKKGVE 

YAADLKKMLP 

TWRVTKMKWA 

QVKKDKASGI 



88 residue; 
DVSKKHFGRG 
YYVAAVNIET 
DRMERQRLTP 
DSYLRAFRWA 
GDLAKREGGN 
EWQTISPNEY 
QVKTNITRLL 
MSLSRGDTFS 
PGSAKPFSTL 
GEILDGYRRV 
HIETPTDRAR 
KVRDPETKKL 
VNDPNDWADE 



LSDKDVHVLD 
TYFGLEGERA 
VQVIVGNPPY 
TDRIHTQGVV 
VFNVRVGTQI 
GDWISQRSVD 
ETYEQAQQRF 
FDPSSIQMSL 
ATNLLPDLAM 
DNITDEILKL 
FDHFVTAGKE 
VEDHTTLIYN 
VGNPRYI VEL 



PFTGTGTFMV 
LRNGEDAPVY 
SVGQSSANDN 
AFVSNNGWVD 
IVAVKNPQLS 
FDTWPVLGDK 
NSWVVDNGVT 
YRPFFPQQTY 
WGSNAGQFFT 
YQSSLGEDVT 
LMDLHINYED 
SSITISGIPE 
IAKVTRVAVE 



> RXA01786 (1-441, translated) 147 residues 

MRAAKITRGF TSNPAGSVLV EFGNTRVMCT ASVELGVPRF KRDSGEGWLT AEYAMLPAAT 
AERNRRESMA GKVKGRTHEI SRLIGRSLRA AVDLSQLGEN TIAI DCDVLQ ADGGTRTASI 
TGAYVALADA IKVLQERGVV PGSPLLA 

> RXA01797 (1-708, translated) 236 residues 

GSIAWIDLTP EDRSAYDDQV RQGSWMGMRR SAMLSPTPRL TSAKMQRILE LFEEAEEHGR 
KALIFTYFLD VLDELEKHLG ERVIGRISGD VPATKRQLLV DALSHSKPGS ALIAQITAGG 
VGLNIQSASL CIICEPQVKP TIEQQAVARV HRMGQTATVQ VHRLIGDETA DERMLEILAG 
KTHVFDVYAR LSETAEI PDA VDITESQLAA RVI DEERARL GLTESTGPKD EETALS 



> RXA01824 (1-822, translated) 274 residues 

MKETDNLLRE NSHDRDISEI VATITALDHP SPSLLRFTAF VPGSANNPVW AEANVAIRLY 

LSEEFDDATR VYTVRSFDAA TESIVVDVVQ HHHESPMMRW SDTVKINDTL VLTGPRPHFV 

I PEGEQAALF LDDTAI PALA AILDQWPTDL RGKGWVVTDD PAAFDELPSI DGLELNLLAP 

GSDPTVQPLA QQAYDLENPE TYVVWAAGER DEIKSIRRHF RKQVGLEKDA VAVFGYWKYN 

TTNTQI DAVR KENYMKMLSE GLQLENFDDL SLEI 



> RXA01832 (1-894, translated) 298 residues 

MATSNRIANA MNSLAKLDSS MQRGLDNALA FVFRGRVVPA ELEELLKQEA EDNVVHTEFG 

YVEAPNVFKV SVSPNDFSNL VDRFPDQPAR FGDQMMRFCR NSGWTLVGPV IVLIEEDSSL 

HTGQLKSVSE KDPDPELSSG YLPLEGDGIL PVAESESKNV SDSSPYTGTE FLPAQSADRP 

LVQGVPQSQV DANRQAAMKP AGPTVTLLLQ DGSSRTYLVR EGSNI IGRSN DADLRLPDTG 

VSRQHVEITW DGRDAILVDL KSTNGTTVND TPVDNWLLAD GDVITVGHSN IEVRIVSP 

> RXA01866 (1-321, translated) 107 residues 

LKPGHRDDGV TVLIPIPVLG GLDTEGFDWL VPGLRLDLVT ELIRTMPKAL RRTVVPAPDF 
AERVLPLLRP YMTPLTTQLA DALHTLGGQG INASDFDPAK LPDHLRI 

> RXA01867 (1-492, translated) 164 residues 

PEWVEKAAGP LLKHQYSEPY WSSKRGAAMV HRKSTLFGVT IVAVKVVPYH TVDPVAARDM 

FIRHALIEGD WSTHHRFYHD NVAKLEAIGE LEAKARRRDI VVDEDTLFDF YDAKLPSNAT 

TTRNFDSWWK KTSRVTPDLL DFDPDSLIKE DAGALRRSLS RQVD 



> RXA01876 (1-1473, translated) 491 residues 

I IGPNKTFLE YISHVLPELG ETGVVLSTVG ELFPGIVPTG SEDTLTREIK GSEEMASILA 

EAVKAYQVLP EKTIVVSVDG IEISIDEKTV AKSRTRARRA RQSHNSARPI FREHLVEQLA 

HQMAQTIGAD PLGGKNLLSA ADIDQLHDDL LDDAALQSVI DDFWPELRPQ DVLHDLLISE 

ERINVAAAGY DEETKSALLR GELDPWAPSD AALLDELALL IGLPDPEEAR EKAEAKWREQ 
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IDDAQEVLDV LSSSQSSDID DVTEAEVLSA FDVIDAETLA QRQTVTDNRT TAERAQADHK 

WAYGHVIVDE AQELSPMEWR MVFRRSPSRW MTLVGDIAQT GWPAGVDDWA ESLWPFVEKR 

FRHHELTVNY RTPAEIMSVA NELLTQINPD IAPAMAIRES GREVVNLPLD ADLSAVMDSL 

REEDSQRTIA VISSRRHHES DFYLVDDIKG LEFDHVIVVD PAGIVEESPQ GLQDLYVAVT 

RATQSLTILG E 

> RXA01893 (1-555, translated) 185 residues 

MIDEILFEAE ERMTATVEHT REDLTTIRTG RANPAMFNGV MAEYYGVPTP ITQMSGITVP 

EPRMLLIKPY EMSSMQVIEN AIRNSDLGVN PTNDGQVLRV TIPQLTEERR KDMVKLAKGK 

GEDGKIAIRN IRRKGMDQLK KLQKDGDAGE DEVQAAEKEL DKVTAGFVAQ VDEVVARKEK 
ELMEV 

> RXA01912 (1-771, translated) 257 residues 

MRRFI FTERN GIYIIDLQQT LTYIDQAFEF VKETVAHGGT VLFVGTKKQA QEAVQVEADR 

VGMPYVNHRW LGGMLTNFQT VSKRLNRMKE LQAMDAAENG YEGRTKREVL MLTRERTKLE 

RVLGGIAEMT RVPSALWIID TNKEHIAVAE AHKLNIPVVA ILDTNCDPDV VDFPVPGNDD 

AIRSTALLSR VI STAVEEGK KAREERQLAA AKDAAGDAKP EAEEAPAAAE AEEAPAAEAE 

EHLQLSKLPL TAVSAVS 

> RXA01948 (1-603, translated) 201 residues 

SVELPAEIFD REVSVALLHQ VVNAQLAAAR QGTHSTKTRG EVRGGGRKPF RQKGTGRARQ 

GSIRAPHFTG GGISHGPKPR DYSQRTPKKM IKAALYGALS DRARNARIHV VSELVPGQTP 

STKSAKAFIE RLTERKSVLL VVSREDINAQ KSANNLPGVH ILAADQLNTY DVLKSDDVVF 

SVEALHTFIN RASGAAQEEQ N 

> RXA01949 (1-303, translated) 101 residues 

MATIANPRDI IIAPVVSEKS YGLMEQNVYT FFVSTDANKT QIKIAIEEIF GVKVASVNTV 

NRAGKRKRSR TGFGTRKATK RAYVTLREGS DSIDIFSGSV A 

> RXA01950 (1-384, translated) 128 residues 

MAIRKYKPTT PGRRASSVSM FTEITRSTPE KSLLRPLSKT GGRNSHGHIT TRHRGGGHKR 

RYRVI DFRRN DKDGVLAKVA HIEYDPNRTA NIALASLLRW REALHPRTEG PDPGHRYRVR 
RCSRHQGW 

> RXA02037 (1-330, translated) 110 residues 

GKGKPLYAPN VDCGDHVIV1 NADKVAVTSN KREREMRYRH SGYPGGLKSM TLGRSLDLHP 

ERTIEDSIVG MMPHNKLTAA SAKKLHVFSG SEHPYAAQKP EAYEIKKVAQ 

> RXA02038 (1-309, translated) 103 residues 

MSEPIQNENV ESNVADAADI AAATAATEEF TNTIGDAIAT ASEEETIEAA PVVLDGPIQT 

VGRRKRAIVR VRLVAGSGEF KCNGRTLEEY FPNKLHQQLI KAP 

> RXA02041 (1-714, translated) 238 residues 

RLGITSDWKS HWYADKSYAD YVAEDIKIRE FLSKGLDRAG IADVVIERTR DRVRVDIHTA 

RPGIVIGRRG AEADRIRREL EKLTGKQVAL NILEVKNVDA NAKLVAQSIA EQLTNRVAFR 

RAMRKAIQSA MRQPQVKGIK VVCSGRLGGA EMSRTERYHE GRVPLHTLRA EIDYGTYEAH 

TTFGRIGVKV WIYKGDVVGG RRESEINAPA ERRGRGDRNA RPRRGGQRRQ RAEQKQEG 

> RXA02042 {1-414, translated) 138 residues 

MLI PKRVKYR RQHRPTRSGI SKGGNRVTFG EYGIQALEPA YITNRQIESA RIAINRHVRR 

GGKVWINIFP DRPLTQKPLG VRMGSGKGPV EKWVANIKPG RILFEMSYPD EATALEALRR 

AGQKLPCKVR IVKREDQL 

> RXA02043 (1-141, translated) 47 residues 
MAIGTPAHEF RELNEEELVT RLNEAKEELF NLRFQLATGQ LTNNRRL 



> RXA02077 (1-396, translated) 132 residues 

MLGKGELLTE GRSKDSILAD TTEALFGAIF RQHGFETARD VILRLFAYKI DNASARGIHQ 

DWKTTLQEEL AQRKRPMAEY SATSVGPDHD LVFTAIVTLE GEEMGRGEGP NKKLAEQEAA 

HQAFRKLRES RA 
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> RXA0214 5 
MSLATVGNNL 
SITKVIYDGG 
I FFTGAFRRP 
WMHWLIFGGD 
VIGIRIMPLF 
TDGAARVMPA 
RDVPVRTSLG 
RLCIGLQRSD 
MNQLGYAEVE 



(1-1617, t 
DSRYTMASGI 
YLPLNGVEMS 
REANWIIGVV 
FPSDLMLDRF 
AVKAVAFGL I 
WELYLGNYTI 
VMALVFYILL 
REVLEHGIET 
TRGGFFGPDP 



ranslated) 
RRQINKVFPT 
RAYATALDIS 
LI ILGMAEGF 
YIAHVLIIPA 
VFGFLALLAG 
PAVFWVAVML 
TVSGGNDVYA 
GIIKQMPNGA 
EDIRAKAKEI 



539 residues 
HWSFMLGEIA 
FEVRGGLFIR 
MGYSLPDDLL 
ILLGLIAAHL 
VTTINAIWNL 
GILVVLLVTY 
MQFHVSLNAM 
FIEVHQPLGP 
EHANHIEEAN 



LYSFIVLLLT 
QMHHWAALLF 
SGVGLRIMSA 
ALVWYQKHTQ 
GPYNPSQVSA 
PFIERKFTGD 
TWIGRIGLIV 
VDDHGHPI PL 
TLRALNEANI 



GVYLTLFFDP 
VVSMLVHMLR 
IIVGLPIIGT 
FPGAGRTENN 
GSQPDVYMLW 
DAHHNLLQRP 
GPAIAYFITY 
PYAGAAVPKQ 
ERDKNEGKN 



> RXA02179 (1-828, translated) 276 residues 

MTTRTVI SDP ADPRLDDVRD LNHSDSRPDL PGGKGLVVAE GPLVVGRLLE SRYPVRAIVG 

FKNKLDSFLD SIDASLVEGI PVYEVSRELL AEVAGFDMHR GLLATADRTE EASVAQVLEN 

ARTVVVLEGV GDHENIGSMF RNAAGMGVDA ILFGNGCADP LYRRVVRVSM GHVLRLPFAH 

LEGTYTTWQR SLEQLKEAGF HLVSLTPDPE AE H L E DAL AG KDKVALLVGA EGPGLTEHAM 
RATDVRARIP MAPGTDSLNL ATSAAIAFYE RDRSQR 



> RXA02190 
MPTNNAPQVA 
IPSRELSIKH 
DEPVTGTVIE 
VVLSRRAFLE 
KHIDHPSEVV 
KLVPFGAFVR 
KQADEDYTEE 
RRFTAHTAQI 
EKLAGN 



(1-14 58, translated) 
INDIGSAEDF LAAI DAT IKY 
DVDPDEVVEV GDQI DALVLT 
VVKGGLIIDI GLRGFLPASL 
QTQSEVRSEF LHQLQKGQVR 
TVGDEVTVEV LEVDLDRERV 
VEEGIEGLVH ISELAQRHVE 
FDPSKYGMAD SYDEQGNYIF 
ERRRQQAEEA AAEAPAGNYS 



486 residues 
FNDGDI VEGT VVKVDRDEVL LDIGYKTEGV 
KEDKEGRLIL SKKRAQYERA WGAIEELKEK 
VEMRRVRDLD PYIGQELEAK I IELDKNRNN 
KGVVSSIVNF GAFVDLGGVD GLVHVSELSW 
SLSLKATQED PWRVFARTHA VGQIVPGKVT 
VPDQVVAVGE EVMVKVIDID LERRRISLSL 
PEGFDAETNE WLEGFDEQRQ AWEARYAESE 
TDSAEDAPAA EAVEESAGSL ASDEQLAALR 



> RXA02241 (1-2028, translated) 676 residues 

VARVLPLLGL PHLDRLFDYR ISEDQHDDVQ PGVRVRVRFG GRLVDAIVMS RTAQTSHEGK 

LMWLDRVISP IVVYPPQTAK LIEQLSDRYG GVRSDLIRSA LPARHAGAEE ADTSTSWESL 

GEVKEPDLSS WSAYQHGQSF VDAVLAGTTA RASWQIAPGD DWALALASLA VKVVKDGGGA 

LLVVPDQRDL DRLEAALRGL VAAKQITVLN SGLGPQARYR RFLSVLSGQG RLI IGTRSAA 

FAPVKDLKLA VILNDGDDNL VDPRAPYAHA REVLTTRSSL EASSLI IAGH ARTAETQLLV 

ESGWMHNLIA PRDTIRTRMP RIQAVGDSDF QMERDPMARS ARLPGIAFHA VRSALERDQP 

ALIQVPRKGY VPTLACGNCR TPARCRHCNG PVGLPQGSSD LAGVPTCRWC GRPDSRFKCQ 

NCGSPKLRAV VLGTERTAEE LGRAFPSVRV ITSGGNKVVD SVENRASIVV STPGAEPFVA 

NSPERPEKSE KPEHKGAYGA LLLLDTWALM GRQDLRAMED ALHKWAAAAT LVHSHLHQGQ 

VIVVADPSFP AVQSLIRWDM AGAAAQELAS RREVMFPPSV HMAAIDGATA ALESFLDLAE 

LPDHAEVLGP VDLPPGVSLP GEYDEQRFGP PQRLLIRTPL GPRSELGRAL RSAQVARAVR 

KNDLPLRIQM DPIHIG 



> RXA022 93 
MSSRIGNFLI 
NEGAGNATPT 
GVLIRQLLNN 
KFANLLDAQV 
LIFVPGVREI 
TVPGVRIGVD 
DFSHFPRFVT 
GDAITSLGHR 
RLAPASVGKA 
RSQNSAIIRA 
AEASETIATA 
ALSHGTRLNN 
QECFGLEESP 
EDPWTAPATA 



(1-2388, t: 
NRISTGLPVE 
KVLVTAPRRV 
PELPGIGAVI 
LSVEAPIFPL 
DRVMSTLKSL 
SGLSRSPKRD 
PEISSADLTQ 
LSTLPLCPQL 
SAGQIVGAAF 
AARISEDDAI 
LAKGGIDLFH 
IDMYPALQRL 
QLCGIPVQFH 
RTKNRM 



■anslated) 
NIIPHLQEAF 
AVRAAARRLA 
IDEVHERQLD 
DISYAPARAP 
GHNNVFPLHG 
SARGMTGLIT 
AALWLAQWGT 
SASLLRFGEQ 
PQLIGRKIDN 
DIIGVVEETR 
FSDKAASLRD 
LPWPEATNFE 
LLSPAGRPLA 



96 residue; 
SAGPKNLVIQ 
QLDDSQLGTK 
SDLLLGMLAE 
RLNAKGVDWD 
QLSPTEQDRA 
SSCAQASAGQ 
SPADLPLLDQ 
SAKILAVVSE 
GEYLLASGTR 
AIFVNGKVQA 
RLKFIHEHRG 
EFAPSHLSVP 
VTDDLRSFWS 



APPGTGKTTL 
VGFSVRGEHI 
LSQLRDDFSL 
FLDHMAQKTH 
LAPSQQQRI I 
RAGRAGREGP 
PPHAAWTAAQ 
NPQGDVEKQQ 
ARLMDSDLKD 
RKVKAAGAIE 
EPWPDIETAD 
SGNQHRLDYS 
GPYSQVRAEM 



LPPLVANILC 
SGSHVQFMTP 
IAMSATLDSD 
DAVTHSEHSA 
VSTPVAESSL 
GQI IRCYSEE 
QILRLIGALE 
PDKREVERLR 
AEWISVAAIN 
LSSTPTKPTP 
PHLWLSPEIE 
SGRPVIRVKL 
RGRYPKHPWP 



> RXA02357 (1-1203, translated) 401 residues 

NSSRPEEITD LSAVPDWTFL EKRPENTLGS QLELRFRVML RRALKNRHAK LVDRVNGSNS 
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YVDIEMSSGV 
IQKRMKLALD 
LLAATPMDQL 
NRELRARQLW 
PLVVEVPELW 
IALLYESDPD 



RWRMSEQVDR 
PDNILPWNIT 
LAFLDNPAAS 
LAPTTPEELE 
APILDGFTAD 
EPLEDDLKAE 



GYTRPDFWFE 
SLDLDRFSNP 
SWKEFAHIAA 
VDTWTAFLNL 
EDEEAEGALQ 
GWTLLFANDL 



PLNGNYPTVA 
AAQGEEPAWF 
AHMLGHNPQK 
ANLMWLAPES 
ILAKEHALVP 
ETSDIPAALR 



VFTDGAAFHI 
SPIGRQLSKA 
NGDGIVGTFR 
VYVSTNGSPH 
ETTGDELSSI 
P 



SSANYRLDGD 
NLILDPQSTA 
NKI SLRATMV 
KIDIVPAPAA 
PTIATWPSVK 



> RXA02 35 9 
VELPSPGEAL 
LVAGLSIEDI 
ETEGFDSWRV 
KTPRVLLTTY 
REAATTAILG 
RGITQEKDYL 
QRAAAGQGRL 
FGI STRGRAS 
QFESETDEFE 
AAHETVSVMT 
ASRARDALVL 



(1-18 69, translated) 
AHAGHTPEVL EAELGIDPAA 
RESLAIPAPS TEPDTRSEDT 
YIDPSQRSLV TRNFSGSGRV 
TRGLADALKS SMNALNPTFP 
RAAGRITPFI GNGEQEFWID 
RAPRPGRGTP LNRVQRKKVW 
FDHVLIDEAQ DFHAGHWLLL 
KRLTLNYRTT AENLSYALGM 
AIAELIKVWQ DRTTDVRIGI 
MHGAKGMEFT HVILIGMGRD 
TTHTEPSELL PRV 



623 residues 
TRIVLELASE 
RLIAGLKTPA 
FGGAGTGKTV 
EAEKPGSPGL 
AIISADPGDL 
AIIQQFMTSC 
RAAVAEGPND 
LTGEWTDAEG 
LARTRPLINR 
LIPLQYTMQG 



DDIAAALPSS 
AQMDFAYLDT 
VVVHRANRLV 
WISGI DALAN 
SEEISNTEFL 
AREGKMSWPA 
IFLAEDSHQR 
ETDTIEHYRS 
VVNALSEQGI 
LGEAERNDAQ 



PTWEKDALIG 
PNSNDLRRVI 
TSDGHLETDD 
KVVALANTAE 
AQEFETVILA 
LSSIAANILE 
I YGQHHVLSR 
ARKGPKPHLY 
DAVKTQNAEL 
QRERSLLYVA 



> RXA02 3 63 
MSNAPKKSFS 
LKTLI SPSNK 
DAALPKDRPL 
GVRALLLYPM 
PLPNELISRD 
GAQGTEVGML 
RQDLVSAHRR 
LSQQSSTRVE 
GAFLGYTEQG 
FDEQQLKWVV 
SHHDQFIDVK 
QDTSRKIGAG 
WIS RASE VAK 
SQLSFRKPLG 
DGGRKSTRRL 
KVPGEKAEGY 
LPEYATNHYR 
DVGDLQSVMM 
EMTVPFLHIN 
QEATEILEEF 
QTLKKMQGRA 
SEAGNKVSLS 
ETSRFGFTSE 
QFGVKDDSEE 
PKSHRNPRTK 
CLEINRDDLN 
DTSCYACLRS 



(1-4800, t 
DFFSPLATET 
TIAAEFNREI 
YQHQEDALRK 
NALANDQEKR 
EMQENPPHIL 
MRRLKDRVQR 
KLPKTFTWSL 
DIGKGLWPNV 
KPIVSLDRQV 
LTDDFETADI 
ILEPRNGSQL 
RKLLTFSDSR 
NNRVLANNLN 
EMFGDPDAAD 
YSWI PQRGTN 
TLNYNSLQVS 
KLATSLEILP 
RNVPPRTANY 
NARIARRHTY 
LSPVPNYITE 
LGSEQGKKAD 
RDLQLAITDY 
DVCSQCSAPI 
FSNSDGTATA 
QQCGTYYLEP 
GTIVIAKHDNRP 
FSNQRFHLDL 



ranslated) 
ETTITLSAIE 
DESENLVYGP 
IASGRNLIVS 
LRELLADTPE 
LTNYAMLEYL 
GNPLQCIATS 
PDELFDQPLE 
TDKASMHRTH 
TLGDTARPMY 
DEDDLETDAD 
TCTRCGGREK 
QAAAYAAPYL 
PRETLEQTGN 
AFFNLFAQEF 
NRKDFITKVL 
PGKQHSWYEC 
LSAKEHTAQW 
VQRAGRAGRR 
SIALAAFFRE 
ALRRVFPESL 
AFKRTITTLM 
APGAELVAGG 
SLGKENKFLI 
QVLTSSWSRT 
HSLGHTYQTD 
TMVLFDTVPG 
RRDIALDLLH 



1600 residue 
VEKVNAKTEV 
ILQLTPPYAP 
TGTGSGKTES 
ITFGRYTGDT 
LLRPADNAFF 
ASLEGTKEAI 
SDGLFQALQE 
MLVNLGSGVL 
EMGACIKCGT 
ENVKVLELQK 
NLIRRLRTDS 
QAS YTRLLER 
WVFADLASTV 
RHKGAINCPD 
NRIGQAGDEG 
DTCRNTTPFN 
TPTEAAEVQK 
SGSAAFVLTF 
QAAQNRFWKK 
HEDLDIENQG 
DQDLLGYLAK 
KLWKSAGIRH 
PRFGFVADPN 
EMGALETGPN 
IATVAVPSYT 
GAGITRKVRE 
HMAVAMPKSE 



TRNI DPVEAA 
GKSPAQLIDE 
FLIPIFDQLL 
KQTREEAEKY 
DDAYSNNWKF 
MTFGQDLFGE 
RGGDQYEELS 
SHDGVPALSA 
VHISAHNDSG 
LCTACGKLNG 
NAAPSVLTTS 
RILIETLRDE 
RSSSTEGLGL 
YVNLEDERFG 
ENITTLLHHL 
VLGLCPHGFC 
EFIEGKINVL 
AKRSSHDLAV 
AGEFFLGTDA 
WVKQFLEIFD 
KNMLPKYSFP 
LAGKKVETFY 
PTEVGTAPPV 
KNGFWYCQTC 
NLDFEGWRSG 
NFPQVLEAAI 



EQISRDYRRY 
GVLSPNFSRL 
RQQQAGELNP 
FKLINGRNAT 
LVLDEAHVYA 
PFEFVNEDPS 
KEEHIVKLRE 
RYHMFVRAVE 
FLVPPENSSN 
KNSLLCSGCS 
LFQLLPESAD 
EFTEGASIER 
AKIELTPEAL 
PRRGQHFFTK 
WNDYTNSEIL 
KGKLKEIDTF 
SCSTTFELGV 
FKNPTQMIDG 
APYLRPAVAE 
TTRQEISEDF 
VDTVDLQTNF 
WTTCTECKHT 
RSSNRLEFVK 
GFGTPNGAEI 
MYAI I EAAAE 
RRVETCSCGI 



> RXA02369 
VPNNKAVEAE 
SNLSKEEVEK 
AVAQPTDFEA 
VRERTARKRR 
TEMREENKKR 
TSDAQMSMVG 
ALKAGDQVLV 
ILGRVVPAQG 
EPDMLVKVIR 
EAFDLNTQLE 
EAAEEI VRQM 



(1-2289, t 
ISPSAVLAAE 
LLDALSQPVL 
AAREEATAEL 
GRRGTGRGRG 
RHVVSTQEFM 
NIYLGRVQNV 
QVSKDPLGHK 
GTI IRTAAEG 
DLFNEDFTSL 
EALSRKVNLP 
RLRDLGGMIV 



ranslated) 
FDRDSLSEKT 
NAAPAAVPDV 
LEDIVPEITP 
AEAETVTEVS 
ERRESMERRM 
LPSMEAAFID 
GARLTTQISL 
VSEENIAADV 
I VDGDRAWNT 
SGGSLIIDRT 
VDFI DMVLPE 



763 residues 
RVHQLAKRLG 
EPVEKIRRRV 
APVEASVYTP 
EEASTSEVEE 
IVRERQRHDH 
IGKGRNGVLY 
AGRYLVYVPG 
NRLHTLWEQI 
VRAYIQSVAP 
EAMTVI DVNT 
NQELVLRRLN 



MVSKDVVVAL 
EKNVENEIHQ 
IFVAPAVVPT 
VNEPIGIKGS 
PGLVTQVGVL 
AGEVDWKAAG 
GRSAGISRKL 
KERTAEEKKS 
DLVSRVEHFN 
GRYTGKGGGN 
EALENDRTRH 



DGIGLVKVAQ 
IEEKVERELA 
ENVQDTDDEQ 
TRLEAQRRRR 
EDDQLVEQFV 
LGGRGRRIEQ 
PGPERKRLKE 
RGSKPITMYE 
RADFDGKDAF 
LEETVTLNNI 
QVSEVTSLGL 
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VQMTRKRIGA GLLETFSSPC EHCEGRGIIV HVDPVDTVDE RVEAKAEERS RRHQRSNSTN 
KAAAEHPMVV AMRDLVESDE HDLDQEFEEL AASMIVLDDS DLL 

> RXA02370 (1-792, translated) 264 residues 

MTPI YYDVDN DKLDEPERIL AESTVEPEEG PRMRARRQRQ ESAADDIAAI AAAAVDIASE 
EDPDEPSGSS YVSDFEAEPI APVVEKAAEP VAEPTADYEK ARAEFEASPR RRRKTRGNSR 
SDHAPKPEDF APVVEEVAET P VKT PARKAP RRNRPSELSS GAPSSAPSTR NRRRAVRRQL 
VEAPETVVEI APEAAPEQVA EPQVEFDQPD NRRKRRRAVR VTAAPVEKKV ASTSNARAPK 
KEPQAASTTN PGRRRRATRR GPRS 

> RXA02371 (1-270, translated) 90 residues 

MYAIVKTGGK QYKVAEGDLV KVEKIEGEPG ASVALTPVLL VDGADVTTAA DKLASVSVNT 
EIVEHTKGPK IKILKYKNKT GYKKRQGHRQ 

> RXA02389 (1-261, translated) 87 residues 

MANIKSQIKR NKTNEKARLR NQAVRSAVRT EIRKFNAAIE AGDKDAAQAQ LRTASRALDK 
AVTKGVFHIN NAANKKSNMA TAFNKLG 



> RXA02419 (1-192, translated) 64 residues 

MKNKTHKGTA KRVKVTGSGK LVREQANRRH LLEGKSSTRT RRLKGI VEVD KADTKRMKRL 
LGKA 



> RXA02420 (1-381, translated) 127 residues 

VARVKRSVNA KKKRREILKS AKGYRGQRSR LYRKAKEQWL HSMTYSYRDR RARKSEFRKL 
WIQRINAAAR MNGITYNRLI QGLRLAEIEV DRKILADLAV NDFATFSAIC EAAKAALPED 
VNAPKAA 



> RXA02463 (1-114, translated) 38 residues 
MTYVHCXGRT GRAGHNGTAV TLVGFXETXK WTXXDNEX 



> RXA02468 (1-531, translated) 177 residues 

VEITDALEAL GINRTFAIQE YTLPIALDGH DFIGQARTGM GKTYGFGVPL LDRVFDSADV 

AETDGTPRAL VIVPTRELAV QVGDDLQRAA TNLPLKI FTF YGGTPYEEQI DALKVGVDVV 

VGTPGRLLDL HKRGALSLDK VAILVLDEAD EMLDLGFLPD IEKILRALTH QHQTMLF 

> RXA02522 (1-543, translated) 181 residues 

MWARDINFLY MSTEQELQIG KVVKSHGIRG EVVVELSTDD PDIRFAIGEV LNGKQAGKEH 

SLTI DAARMH QGRLLVKFAE VPDRTAADSL RGTRFFAAPL EDEDDEDGFY DHELEGLRVI 

HEGEDIGEVT GVMHGPAGEI LEVRLTSGKE TLIPFVHAIV PEVDLEEGTA TITPPEGLLD 
L 



> RXA02533 (1-567, translated) 189 residues 

MEDDLSAALV KALFDARTQR RLSISALAES SGVSRAMISR VENAEAQPSA ALLGRLSGAL 

GMTLSELIAQ AEGGYDRGAR RSKQSVWTDP ATGYTRRAVS QPSESPLELV EVMLPPGAEV 

GYPADAYRFM DQVVWVLEGA VRITEGEEVH ELSTGDCLRF GPPRDTDFAN PTTVATRYLV 
ALDKRVPRA 



> RXA02615 (1-636, translated) 212 residues 

MQFAQNPRLT NDAVILEPLS HQWTQDLQEA VASQELWRHW FVALPTPEGM AEEIDRRLAE 
HADGLCAPWA I ISAATGRAV GMTSFHTLDH ANKRLEIGRT WMAAHVQGTG INPSVKFLQL 
QRAFEDLGVN AVEFRTNWHN HRSRAAIERL GAKQDGVLRK HRIHPDGTVR DTVIYSITND 
EWPAVKLTLM ERLYRHMQVP I I PNEASLFD AS 



> RXA02633 (1-264, translated) 88 residues 

MKKDIHPDYH AVVFQDAGTG FQFLTKSTAS SDRTVSWEDG NEYPLIVVDV TSESHPFWTG 
AQRVMDTAGR VEKFERRFGG MARRKKKA 

> RXA02635 (1-234, translated) 78 residues 

MSAHCQVTGR KPSFGKSVSH SHRRTSRRWN PNVQRRKFYV PSEGRTITLT VSTKGLKVID 
RDGIEAVVAQ IRARGEKI 
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> RXA02636 (1-162, translated) 54 residues 

MARNDIRPI I KLKSTAGTGY TYVTRKNKRN NPDRISLMKY DPVVRKHVEF REER 

> RXA02637 (1-303, translated) 101 residues 

MAKKSKIAKN EKRKEIVARY AERRAELKAI ISNPNTSDED RLDAQFELNS QPRDAAAVRV 
RNRDSHDGRP RGYLRKFGLS RVRMREMAHR GELPGVRKSS W 



> RXA02657 (1-3582, translated) 
MARLS HMAKQ SSFVHLHNHT EFSMLDGMAK 
YRKMTEMGIK PI IGIETYMA PESRFKKERV 
LRNLFYLSSM ASYEGQLGKW PRMDADI IAE 
AAAMWQDIYG RDNYFLELMD HGLDIETRVR 
HEAMLCVQTG KTLHDEDRFK FGGTGYYVKS 
EIWEEHSHDR MPIADVPEGY TPTTWLHHEV 
KGYPSYFLIV AE I I KHARS I GIRVGPGRGS 
ERPSAPDIDI DFDDRRRGEM IRYAADRWGE 
YQIADRVIKE LPPAIMAKDI PLSGITDPDH 
GVVRQSGVHA CAVIMSSVPL LDCIPMWKRP 
TVIGDAIENI KANRDGEVLD LENLAIEDEE 
TGFNDIVAAL ALYRPGPMGV NAHWDYADRK 
QEQIMRISQK VANYTAGQAD GFRKAMGKKK 
TILPFAGYAF NKSHAAGYGL VSFWTAYLKA 
LGIRVLSPDI NESSLNFLPV GTDIRYGLGA 
KIDTLPCNKR ITESLIKGGA FDSLGHARKG 
DSDNNDDVAS FFQITVPDDE WDRKHELALE 
IVAGELKHGA EVTVGGIISG VDRRFSKKDG 
MIVEDNIILA KAHI SIRDDR MSLFCDDLRV 
KQVLVDNKGE SDVYLNLIDG DNSTVMILGD 



.194 residues 

IDMLADEVKA QGMPAVGITD HGNMYGSNPF 

RWGEPHQKSD DVSGSGAYLH QTMLAENTTG 

HAEGIIATTG CPSGDVQTRL RLGQFDEALE 

SELLEIGRKL NLPPLVTNDC HYVLESQAQA 

AEQMRALWDD MVPDGCDNTL WIAERVQSYD 

MAGLEDRFSG QQVPEDYIER AEYEISVIDM 

AAGALVAYAL TITNI DPMEH GLLFERFLNP 

DKIAQVITFG TVKTKQALKD SARVQMGQPG 

PRFNEAGAVR QLIETDPDVK RIYDTARGLE 

ADGALITGWD YPACEAIGLL KMDFLGLRNL 

TYKLLGRGET LGVFQLDGGG MQELLKRMQP 

NGRKPITPIH PELEEALEEI LGETYGLIVY 

PEVLEKEFAN FEGGMKANGY SDAAIKTLWD 

HYAPEYMAAL LTSVGDNKDK SAI YLSDCRH 

IRNVGAEVVD SILDTRKEKG LFKDFSDYLD 

LMLVFEDAVD SVIATKKAAD KGQFDLFAAF 

REMLGLYVSG HPLDGYEDAI AAQV DT ALT T 

SPWAIVTIED HNGASVELLV FNKVYSIVGS 

PELGPGNGQG LPLRLSMRTD QCTMSNIAKL 

HLRVNRSASL MGDLKATMGP GILG 



> RXA02682 (1-327, translated) 109 residues 

MSYHDHSDIE YLKKIGANSP DAFKAFVHFD EAALRGPNKK I PRNYTEMIA LAVAFTTQCA 
YCI DIHTAAA KKEGVTTEEL AEVALIAAAL RAGGAMTHGA LAMKLYDEN 



> RXA02752 (1-495, translated) 165 residues 

MAVKIKLQRL GKIRTPHYRV VIADARTKRD GKVIENIGI Y EPKAEPSVIK INSERAQHWL 
SVGAQPTEAV AALLKVTGDW QKFKGIEGAE GTLRVAEPKP SKLELFNQAL SEANNGPTAE 
AITEKKKKAR EDKEAKEAAE KAAAEKAAAA ESEEAPAEEA AAEEA 



> RXA027 55 
MSAPESPTNT 
TGTGKSLAYL 
IMKGRSNYLC 
VPDLAWKQVS 
LPEHDVVVID 
LLQTMQPGRW 
MEIHDANVRI 
LASATLTIGG 
TLDEIYELIT 
NTCLFGTLTL 
HAALLMAQGA 
RLVTK 



(1-1995, t 
TPDPLNASTE 
VPSIRHAQKS 
MNKVARQEEL 
VTARECIGAS 
EAHELDGRIT 
NDMDEGSKGT 
LEVFAEEDPS 
NFNAMAASWG 
AAGGRTLGLF 
WQGVDVPGRS 
GRLLRHVGDR 



ranslated) 
ELLTAAVEAL 
DSTVIVSTAT 
NQEDALIEQE 
RCPHGEDCFA 
AVASAEITVN 
LVALKDALWA 
KQYDVVWHNH 
LPKGSWDSMD 
SSKRAAEQAT 
LSLVLIDRIP 
GVVAVLDHRL 



665 residues 
GGARRAGQEA 
IALQRQLVNR 
DISWLGKHIV 
EIARGKAKEA 
SLNLAARRAS 
LRAQIAGAPE 
DDRRGDSLNV 
AGTPFDPAKS 
KAMRLRLPFD 
FPRPDDPLLQ 
STKRYGGFLR 



MAKAVTKAFD 
DLPRLVDALE 
RLNEWANETE 
DVVVTNHALL 
KLDSDKREER 
GEAANDPERF 
APLSVAGLLH 
GILYTARHLP 
VLCQGDDNTA 
ARKEAADAEG 
FSMPRFWETT 



TERHLAVQAG 
PLMERRPTFA 
TGDRDDLDPG 
AIDALSDVSV 
VQEIAGDLET 
AERQNLSNHL 
EKLFAENTVV 
DPGRDGLPEE 
ALVKKFSDSE 
RNGFMEVAAT 
NPETVRAALK 



> RXA02764 (1-2784, translated) 928 residues 

MSEYKPPIPS DPQVRLIKPT SKLRPRSWEG EVSHLVKQGT GLWRVTGEAG SGVSSAVVDT 

VLERIRQGWE PSSMLVVATS KEAASRLRQE ISESVAQMDY VSEGPLVRSV HSVAFALIRD 

ASDDDVRLIT GAEQDAVIRE LLRGHADDGR GGWPQEQREG LRMVGFARQL RDFLLRAVER 

GVGPDELVEL GERFERANWV AAGEFLREYK QVMKLSGAHS FSASELVTEA LRGPEPSVKY 

RGVFIDDAQH LDPKSAELVS RFFPEAELAV VAGDPQQSVF RFRGANPDFL TKLSVDHEVV 

LKGRRKASTS I VVAETESAH ADLLADTVRR AHLIDGRSWS EIAVIVRSAG MIAPIWRTLL 

AAGVPVHISP TDVVLAEQRI VAAMILGLRA LTESLNAIEL EDLLLGPIGG ADPVTLRRLL 

RGLRQAEMKM GGQRRAIEVL RSLLAESDAE MLGFLTDREL NLLERVRSVL EAGREALAEH 
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GSIEEVLWAL WSATDLSNSL 
RSFILHISEQ ELPTGMRERR 
TLLGQEEFVD LVDEGIDPDI 
REPSRFLELL SQPIVVLEGE 
ARQLSRLAEA GIPGANPAEW 
SEEETPIAML KGTLVHAFAE 
LSRTDTWLKT SRADFTEVGT 
IAAKDMGDHP QLFAYQLALS 



SAISLRGGAS GSQADRDLDA 
GAI PEAVEVL TAHATTGREW 
I ISRSAERLA EERRLFYLAT 
EASAIAEPEE IGHRLLSIPA 
TNLRTPSTDE ELIKGAVSLS 
AVAGGVDAAL AEEKVTSAYM 
EMDVSVTIDD SVSIRGRMDR 
KGVLHGDK 



MiyiALFDAAGD YVERYPSAGV 

KRVIVAEVQE GSWPSLGETG 

TRSTESLLVT AVNSPDSDEV 

MVAELRRVVN DPRDPRRKQA 

PSRIEQLLNC PLRAVLDRLD 

QLANVPSWSR ESTEIAFRRI 

LERNKSGELV VVDFKTGKTQ 



> RXA02785 (1-3855, translated) 

PVSYPLVEDI EVVLDTIATA QHEDDYAQLC 

ILQHAADSTP LSRRDQDEVT ALPELVLGAT 

AAWGAKRLPG VETHLWVREV SRI DRALGVG 

CGRSGWMVSL EQGTNIPVLE EQKIRLNSFE 

VDGTSAVLWF HSASNELSTR QPSPEEEQSG 

IRYIGSGIST LLSVSLSNLF GMADLDSAEK 

YTRRAVGDNE VTLPSISRAL MDNATSGRTR 

SRNVHKRLSF DLALEFGQRA DLPRSLALTG 

IEDENLRLRW VQGALELLRA RGGINHEWFG 

PEFPRVGSAL SGSLRSSTGT TPLGSPRGRY 

ILSSISTDSG GKI YCLEAER IRI FSEDHPE 

CGGVLHIEEV EDNYYRRLYS AIEPRTVIAR 

APNVLVATPT LEMGI DIGDL STVMLASLPT 

TLPRLNQPLS MIKGAITPPV AYLSASEILH 

AGKTPLVALL KAQIHAGLDP LLEEFVRTLN 

QKEWMEERRS LTARRGELEK I FDKLDARND 

FWIAALERYG LLPNFTLVDD SVELNVAVTS 

TFYAQGIAAK VDSIEIGEHG SAIEQWRLCP 

QILEVVQMRK VSSAVEKTRA AISDDREDRF 

HLPKVELRWL NLGIGNGQKR RLGGFEVTSP 

YEQKEDTVSF ALGRTLKTQG VLMLLPEYFG 

DVTSVQVPRT SGDGALDALL LHDQV 



.285 residues 

FRVFCEKVWL CEADLHAAIS AYAAH DLTAA 

ARILGEVKAA EFISHALAAM AFVRAEYGKV 

DEQSMFRWSD DGPAEDANTQ QWLPACYCRS 

QPHKQRALLD ATSEQRAAIE QGRSVAGPRG 

SSIAVLTHFG PEADDLSAKQ TCPSCGDVDS 

KTLVFADSVQ DAAHRAGYVQ ARSRAFALRT 

YELLPPDLTD LDI YKPYWHP DASKAERREA 

ALSAFVDLPK GVALSAAAEA LYAIEVPTLD 

AYLRTDGNPY ML N RRQARAE GIPGFVRGGA 

ASWTSQVLGI STHDAATAIT KLFDALSNRS 

VLECSVCHAQ TGVTDHVRDF LDGAPCFSPS 

EHTSMLKKKD RLALEQSFRG GEGSAKQSPD 

SVASYVQRVG RAGRLSGNSL VLAVVRGRGV 

RQ FLAY VI DC LDTRAELPKL ETAIDVFDNA 

MQISIDNIFE LRTWASGNST DSLLALLETS 

AHDEELKEEK RKTAASLKAV KLQIRDLLGE 

FNPQEVEFDT KNHAYSRGIS AALFELAPGA 

VCSHSEILQP GVSTPGSCPT CGSPAFADKG 

STRFNQHVSF VVPPDGHGKS WYLNDGFGIE 

LFNVCRHCGH LDSEAGANSR WDHRPWCPHR 

SEADSMVVTS LIAAIKLGFR EVLGGDPDHL 



> RXA02819 (1-612, translated) 204 residues 

KLQIGDVIAM PGRKRPVLAV VMTPANQSRD PRPWVTTESG WSGRVDAESF TNPPITIGHM 

RLPRQAIEEP RRNARRVQEL FRREHFKRPN KMREFARVRP NEAVTKLRNA IRDHEAHHWP 

DREHLARTAE RMIRKERDLA KLTGNVDKAR ETLGRTFERI LSLLSEMDYV DYSNPDNPVI 

TDEGERLAKI HSEADLLVAQ CLKR 

> RXA02826 (1-399, translated) 133 residues 

MAPKKKKKVT GLIKLQIQAG QANPAPPVGP ELGAHGVNIM EFCKAYNAAT ENQRGNVVPV 

EITVYEDRSF DFKLKTPPAA KLLLKAAGLQ KGSGVPHTQK VGKVSMAQVR EIPATKNEDL 

TLAISTLLRR SSL 



> RXA02833 (1-579, translated) 193 residues 

TRVLSLRMGR SFSLAVSVEP EQEI PKPQLK QEFKYQPDAL VFSSNKAPKQ YEVGGRGEAS 
TSDGWEGTHS APAPEPHPAP IADREPELAT PQRIPRETPA HNPNREVSLN PKYTFESFVI 
GPFNRFANAA AVAVAESPAK AFNPLFISGG SGLGKTHLLH AVGNYAQELQ PGPRIKYVSS 
EEYHQRLHQL RAR 



> RXA02883 
MSFHITSVNV 
NGWHYIGAPA 
LYLPSGSAGT 
KSGFLPDERA 
PEGDGPYTWW 
VIYS 



(1-912, translated) 304 residues 



NGIRAAVKQR 
AAKGRAGVGI 
DKQDEKYRFL 
FMDSVFGTFP 
TYRGKAFDTG 



SETNLGFLPW 
LSRHELEDVN 
DEFEGFLDQR 
DEATQVAGAG 
AGWRIDYQAA 



LEETRPDVVL 
IGFGSFLDSG 
AKERSHMVIG 
DFFGAVDYEG 
TAAMLERAER 



LQEVRASEKD 
RYIEATIKDT 
GDWNICHRRE 
TRRREATTDP 
SWVDKAAAYD 



TATALQPALD 
TLDVPVTVAS 
DLKNWKTNQK 
AWFDVARRLQ 
LRWSDHSPLN 



>RXN00061 TRANSLATE of: rxn00061.seq check: 8093 from: 1 to: 2667 
VTEKTDQTLMLIDGHSMAFRAFFALPAENFSTSGGQATNAVYGFLSMLSTLLKDEQPTHV 
AVAFDVGRKT FRTDMFPAYKAQREAT PPE FKGQVE I LKEVLSTLG I TT I EK I DFEADDVI 
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ATLSVAAKPLGFKTLIVTGDRDSFQLVNDTTTVLYPMKGVSVLHRFTPEAVEEKYGLTPR 
QYPEFAALRGDPSDNLPNI PGVGEKTATKWIAQYETLDNLLDHADEIKGKVGASLRERIE 
QVRMNRKLTEMVKDLELPLGPDDFEMKPVQVAEVAAKFDDLEFGTNLRERVLAVVKAEGS 
AAPVEEVEAEQVVVDTQSLAQWLPARAGQALALALAGVAKPAAGDTYALAIADTKRHAVL 
VDVADISAEDEKALATWLASEDPKMLHGAKAAYHMLAGRGFELHGVVHDTAIAAYLLRPG 
QRTYELADVYQRHLQRQLSTNDNGGQLTLLDAADDQSLVDDVIAILELSEELTKQLQEIQ 
AFELYHDLEIPLSGILARMEAIGIAVDVATLEEQLKTFIGQVAQEEEAARELAEDPTLNL 
SSPKQLQVVLFETFGMPKTKKTKTGYSTAAAEIEALAIKNPHPFLDHLLAHRQYQKMKTT 
LEGLIREVAPDGRIHTTFNQTVASTGRLSSTDPNLQNIPVRTEAGRKIRSGFVVGEGYET 
LLTADYSQIEMRVMAHLSQDPGLIEAYREGEDLHNYVGSKVFNVPIDGVTPELRRQVKAM 
SYGLVYGLSAFGLSQQLSI PAGEAKQIMESYFERFGGVQRYLREIVEEARKAGYTETLFG 
RRRYLPELTSDNRVARENAERAALNAPIQGTAADI IKVAMIRVDRSLKEAAVKSRVLLQV 
HDELVVEVAAGELEQVREILEREMDNAIKLSVPLEVSAGDGVNWDAAAH 

>RXN00066 TRANSLATE of: rxn00066.seq check: 6030 from: 1 to: 813 
VTDPLSAALDSGRINHAYLFSGPRGCGKTSSARILARSLNCVEGPTSTPCGVCNSCVALA 
PGGPGTLDVTELDAASNNGVDDMRELRERANYAPAESRYRVFI I DEAHMISTQGFNALLK 
IVEEPPAHLI FIFATTEPDKMIGTIRSRTHNYPFRLLTPGDMRKVLKNAVDGEGVHVDDS 
VYPLVIRAGGGSPRDSLSILDQLIAGSGPEGLTYERALPLLGVTSFTLIDDSIHALASKD 
NASMFTTIDNVIEEGLEPRRFTI DFLSTRSG 

>RXN00103 TRANSLATE of: rxn00103.seq check: 3594 from: 1 to: 4560 
O MAKSILSRFRPQVAEWFRDVFASPTPVQEGTWEAVSKGKNALVVAPTGSGKTLAAFLWAL 
*,3 < DSLTEQTGQQVLDTGTPVPVRGGKVKVLYISPLKALGVDVENNLRAPLTGIARTASRMGL 

liil DVPNITVAVRSGDTPSAERARQVRKPPDILITTPESAYLMLTSKAGATLSDVDVVI I DEI 

p HAMAGTKRGVHLALTLERLEKLVGRPVQRVGLSATVRPLETVAGFLGGGRPVEIVAPPAE 
s ,2 KKWDLTVTVPVEDMSDLPVQEPGSTIGELVMDDPLGITGESALPTQGSIWPHIEQQVYNQ 
VMSAKSTIVFVNSRRSAERLTSRLNEIWAMEHDPESLSPQLRRDPAQIMSSADVAGKAPQ 
VIARAHHGSVSKDERATTETMLKEGRLRAVISTSSLELGI DMGAVDLVIQVESPPSVASG 
LQRVGRAGHT VGATS IGS F YPKH RS DLVQTAVT VQRMKEGLI EE I HVPKNALDVLAQQT V 
AAVSI KDVQVDEWYETIRKAYPYRDLAREVFDSVI DLVSGVYPSTDFAELKPRVVYDRVS 
GVLEGRPGSQRVAVTSGGTI PDRGMFGVFLVGDGPRRVGELDEEMVYESRVGDVFTLGAS 
SWRIEEITRDQVLVTPAPGHTGRLPFWTGDAAGRPAELGKALGAFRRSTLTDPSSSGLEG 
WAHDNLIAFLQEQEESTGVLPDEKTLVLERFKDELGDWRIVLHTPYGRGVNAAWALAVGA 
KI AEETGMDAQAVAGDDGI VLRLPEGDEDPSAALFMFEAEEIETLVTEQVGNSALFASRF 
RECAARALLLPRRNPGKRAPLWQQRQRAAQLLDVARKYPSFPIILETVRECLQDVYDLPA 
LKNLIEDLQLRKVRIAEVTTQQPSPFASALLFNYTGAFMYEGDSPLAEKRAAALALDPAL 
LAKLLGEVELRQLLDPDI IAEVHQQLRRQGDRAARNNEELADSLRILGPI PLDELGEHIT 
FENPDLEDRAMTVRINGREHLAQVLDAPLLRDALGVPVPPGVPAQVETITDALEQLVNRW 
VRTRGPFTANDLAEAFGLGIATAITALQSAPVIEGRYRQGVDVQEYCATEVLSIIRRRSL 
AAARKQTRPVSQSAFARFLLDWQQIAPVGATPELRGVDGTYTVIEQLAGVRLPASAWEDL 
VLPRRVADYSPIHLDELTSNGEVLIVGAGQAGSRDPWISLLPVDYAAQLVGEASTSMSPL 
QDAVLDQLRAGGAFLFSDILEENFGYTTAQLQEAMWGLVEAGLVSPDSFAPIRARLASGT 
TAHRAKRRPARSRLRTRTSFASDVPPDMRGRWTLSVQPADATSRSVAHGEGWLDRYGVLT 
RGSVVAEDIVGGFALAYKVLSGFEESGKAMRGYFIEGLGAAQFSTPAI IDRLRGHDDSPD 
VEGWPSGATDPDVYLIAAADPANPYGAALPWPEQGPSRAAGAMVVLCDGLLLAHLTRGGR 
TLTVFSDNI PKIATALITYERLTVEKINGDNVFDSPLLEQFRKHGATITPKGMRFRPPVA 
RETPSDTLPTRTFRGGFGRR 

>RXN00163 TRANSLATE of: rxn00163.seq check: 899 from: 1 to: 618 
MKLLLASNNAKKLKELQRI L DQAGLDS VELLALRDVEAY DEPIE DGRT FADNAQ I KARAG 
VTHTGIATIADDSGIAVEELNGMPGVLSARWSGAHGNDTANNELLLAQMEHVPDERRNAA 
FVSVCVLALPDGQEFVQEGRWEGQLLRGPKGENGFGYDPLFIPAEEIDGQGRSSAELSAE 
EKDAL S H RGQAL RG L V E K I AQVAAAS 

>RXN00407 TRANSLATE of: rxn00407.seq check: 2077 from: 1 to: 2664 
MVAEHAAGDWVVLAGFQWLDKI DYVI DCFKPENI VLEFGSTMTPEDADRNEYLRRTQAKF 
QLRG I LSTN PESAARGS VRLAGAKQALARKM PLADAESELH PMGTTWMRSGDTLLKAH PD 
YADLIATTVELAAECAFTLDLVAPNLPKWDTPGEHTEMSWLAHLVSTRI DTRYVGRSADI 
KARAATQIDYELGVIEKLGFPGYFLVVNDLVEFCRDSNILCQGRGSAANSAVCFVLGITN 
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AEPISAGLLFERFLSPDRDGPPDIDIDIESGRREEVIQYVYEKYGRDNAAQVANVITYRT 
KGAMRDAARALGYPQGAADAWAKGTSEPPDDVLELAAQFKGQPRHLGIHSGGMVICDRPI 
ADVVPVEWARMDNRSVVQWDKDDCATAGLVKFDLLGLGMLEAIHHMLDLVAEHRGKKINL 
WELDLAEPEVYDMLCKADAVGVFQVESRAQLSTLPRLKPRTFFDLVVEVALIRPGPIQGG 
SVHPYLRRRAGEEAITYDHPVLEKSLGKTLGI PLFQEQLMQVAVDAAGFSGGEADSLRRA 
MGSKRSPERMAALRSRFFQGLKDTNGIVGETAEKLWNKIVAFAAYGFPESHSQSFASLVY 
FSAWFKYHYPAEFCVGLLRAQPMGFYSPQSLISDARRHGVSILPITVNDSGVEADAPNGA 
IRLGLNLVKGLGHDAAQRIEDNAPFDSIPDLSRRADLNVAQVEALARAGAVDCLGVGRRQ 
ALWQAGVAATEKPGMLPGLSVIEAPALPGMSAFELMATNISATGVTADYQPMALIRERME 
ELGI VPADRLLEVEDGTRLRIAGIVTHRQRPQTASGLTFLGMEDETGLMNVMVSVGLWQR 
QRVLARNAKALI IRGIVQNAQGVATVVADRLEPLDMGEFLSRGSRDFR 

>RXN00414 TRANSLATE of: rxn00414.seq check: 6909 from: 1 to: 354 

MQGEASVPFAELHATSSYNFLTGASDPSDVVVQAKKLGLAALSVMDRDGFYGAVRFAEAA 

AEAGMHTVYGAELSLQEGVLTVLCKNPEGYKKLSHLISDAKMAREKRGSSLSAAANGC 

>RXN00460 TRANSLATE of: rxn00460.seq check: 909 from: 1 to: 471 
MPEHPLHVI FDNPVIPPNTGNAIRMCAGTGAHLHLVEPLGFELTEKHLRRAGLDYHDLAD 
VTVHATFDEAMAAVPGRVFAFTTTANTRFTDIAFEPGDALLFGTEPTGLPQEHVEHSRIT 
SELRI PMLPGRRSMNLSNSAAVATYEAWRQLGFVGGV 

>RXN00542 TRANSLATE of: rxn00542.seq check: 3719 from: 1 to: 675 
K| MAIGDTNITVVGNIVADPELRFTPSGAAVANFRIASTPRSFNRQTNQWEDGEALFLTVNV 
: v3 WRQAAENVAESLSKGMRVIVTGRLKQRSYETREGEKRSVFEVEADEVGPSLTFAKADVQR 
lift" TPRGGNSGGNYGGGNQGGGLGGNQGNQQGGFSNQNSGGFGGNQGNQQQSNQGGFGGNQNQ 
i;3 SQGNNFNQGGFGGGSPQAAPDNDPWNSAPPAGSGGFGGADDEPPF 

i;f| - >RXN00545 TRANSLATE of: rxn00545.seq check: 1627 from: 1 to: 267 

i 3 MI ILDPSQDERTVAPSLDKFLEVVRKDKGDVVKVDVWGKRRLAYPIDKKEEGVYAVVDLK 

CESATVLELDRVLNLNDGVLRTKVLRLDK 

jl^. >RXN00562 TRANSLATE of: rxn00562.seq check: 810 from: 1 to: 723 

J;!. MDADPLIEDDVSGAEVKDSSDEPLLALTRYVFDRGERPVTRGLFHQVAAILSIVSGSVLS 
T Y AWMEL VWWQALG VMV YALAMLGL FAVS AA YH RGPWRRLH T VAWWRKADH S T I AVF I AA 
\ % TYTPLCLIVLEPGTAAWMLGIAWVGAI DSVIMNMVWINHPRWLSVLVYLALGWLIVPLVP 

^ QLWSGAGPTVVWLLLAGGIVYSVGALVYGFKWPGRNARVIGYHEHFHIATI VAAIVHLVA 

□ V 
□ 

>RXN00625 TRANSLATE of: rxn00625.seq check: 6900 from: 1 to: 942 
GTDEDYIRVAFI YDQTTVKPVGESRI FDDAAFTGTARQPLAQEFQPLNDSEKSFVGVVNH 
FKSKGSVTRGDADTGDGQGNNANVRVAQAQALIDHLENQDDWASKPIFILGDTNSYAKET 
AMTTLYGAGYTNIATEFDAGYSYQFSGRIGSLDHALGNEAAMKHVIDAEVWDINADEAIA 
FEYSRRLNNTSDVFENNVFRSSDHDPIKVGFNLSETTEPTI PVEPTDPAEPTDPTTPVKP 
TDPVETTDPSEPTDPAEPTDPAEPTDPEETKKPEEPKNPGSSNGSSQYATIAAI IAAILG 
AIALAFQFFHSSSN - 

>RXN00673 TRANSLATE of: rxn00673.seq check: 3349 from: 1 to: 402 
MPPKARTNARRTGRRVVKKNVANGNAYIKSTFNNTIVSITDTNGAVISWASSGHVGFKGS 
RKSTPFAAQMAAENAARKAMDHGMKKVDVFVKGPGSGRETAIRSLQAAGLEIGSISDVTP 
QPHNGCRPPKRRRV 

>RXN00706 TRANSLATE of: rxn00706.seq check: 3516 from: 1 to: 573 

MTENYIPRLKTRYQDEIRTKLQGEFEFENVMQIPGVTKLVVNMGVGDAARDSKLINGAIE 

DLTAITGQKPQLRRAKKSIANFKLREGMPIGAKVTLRGDRMWEFLDRLLTVALPRIRDFR 

GLSDQQFDGHGNYTFGLTEQTMFYEIDVDKIDRPRGMDITVVTTAVTDDEGRSLLRELGF 

PFKGEDGNRQQ 

>RXN00709 TRANSLATE of: rxn00709.seq check: 7555 from: 1 to: 366 
VIQQESRLKVADNTGAREILCIRVLGGSTRRFAGIGDVIVATVKEATPGGNVKSGEIVKA 
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VIVRTKKETRRADGSYISFDENAAVI IKNDNEPRGTRI FGPVARELREKKFMKI VSLAPE 
VI 

>RXN00714 TRANSLATE of: rxn00714.seq check: 3128 from: 1 to: 561 
MATITRTDRLILVPLTVELEDEAHQIYSDSRIWEHRPQARHTNVRVTRDIIKRTNESWGK 
KDLGPWGVYLRDRPSEFVGVGGVELI DGKVWDLKYRLRPDLWGNGYATEISNAATLATKR 
IDDSLPLTARVTTNHPASFRILEKLGLTPVWEGRRVGTEDDPNEPDVRI YSDRPLSDEIL 
EMLKQRP 

>RXN00724 TRANSLATE of: rxn00724.seq check: 5366 from: 1 to: 1977 
VGIGDATEGDLVTIVGQVAFAKQSYTQSGKMLYKVTVLTETERIGISFFGAKHIPRLLPE 
GTRALFTGKVKFFRNEPQLSHPEFIVI PDPGSGRRLTATGGMKSLAAYGDVEEVALRLVD 
REYI PI YAGTATMTTWRIMAAVQRVLETMPVIKEPLSVVPEGMPSFDEAIRGIHDPGHES 
PSTFINRLKYNEALSLATVMAIRRADTKNRKAPPMPRALKGHQHMLIDALNFQLTVGQKQ 
VI RE I SAD I EQRVPMS RLLQGEVGSGKT I VSL I AMLQAI DSGRQCAMLAPTE VLATQHAR 
SLSKTLDDAGLDINVVLLTGSMPTGAKKEALLEI ISGDADIVVGTHALIQDTVEFFDLGL 
VVVDEQHRFGVEQRDQLRTKGREGLTPHLLVMTATPIPRTIAMTVFGDLAVSTLRELPGG 
RRPIQTSVIPDHKPGWVKRGWERIGEEVLAGRQAYVVCPRIEGEGGVLEIHAYLSEQVYP 
GLNVGMLHGRMDTDLKDSVMQEFAQGEIDILVATTVIEVGIDVANATVMLIREAERFGVS 
QIHQLRGRVGRGQHDSLCLLHTTFDEDSPQGQRLAAISTTTDGFQLSELDLQVRQEGDVL 
GTRQSGSDTKLRHLSFISDQKI IERALIDATELVAASRSRALELVSDIAMINQEYLEKS 

>RXN00790 TRANSLATE of: rxn00790.seq check: 8140 from: 1 to: 1062 
MSVQLTCPTDIIRNRPTPLKDGDRVIVYGKPAFYAGRGTFSLWVTDIRPVGIGELLARIE 
ELRKRLAAEGLFDPARKKRLPFLPNRVGLITGRGSAAERDVLSVAKDRWPEVQFEVINTA 
VQGASAVPEI IEALRVLDQDPRVDVI I IARGGGSVEDLLPFSEEALQRAVAAAQTPVVSA 
IGHEPDTPVLDNVADLRAATPTDAAKRVVPDVAEERMLINQLRSRSAAALRGWVQREQQA 
LAAIRTRPVLADPMTPINRRRDEIAQAVGLIRRDVTHLVRTEQALVASLRAQVSALGPSA 
TLARGYS VVQVI PRDGS APEVVTT I EQS PPGSQLRI RVADGS I TAASMGTQQAN 

>RXN00807 TRANSLATE of: rxn00807.seq check: 4862 from: 1 to: 1242 
VFDSLAGSKTVSKTLFDAASSARALVRARTTERARARAEHQNPAMIHDSGFAQSWLFTGP 
PGSGRSVAAKVFAATLVCSNPDVVGCGQCEDCRAAMGGSHPDIEHIVPQQLS IGVDAARE 
VIKAAAVSPVAGNWRVVI FENADRLTMQAANALLKTVEEPTESTVMILCAPTTDPRDIAI 
i'U TLRSRCRHLYI PTPSIAEVARILVAEGNVSQADAELAAAASGAHIGRARYLAHNNAAQRR 

'"•4 RASILNLAELI FHGDVAFRSVNTLVKMVETEAKDSNKEKEEGDLEAVRISLGMGAKGKGV 

p. HKAVRGGAGDFKALEDQQKLRRTRFLRDSLDLALVDLAGI YRDAI I ISSQAQVGLTHPDM 

Q EGLSQELATKVSQEGLLACLDAISKCRESFGFNVRPI VAMDALVGRLRKAYKVS 

>RXN00817 TRANSLATE of: rxn00817.seq check: 6901 from: 1 to: 2394 

LTTPDFESEKTQAMRPSFGEELAAIVSKRYSESTLTHMVTLPASKAKYVDWPSWVPASLR 

DALVNRGINKLFSHQEQTAHLAWNGQHVVVATGTSSGKSLGYQLPILSALGTDPTACALY 

LTPTKALGSDQLTSTSTLLRDIPDFHPINPAPYDGDTPSEARSGIRDLSRFVFTNPDMVH 

ASMLANHPRWARLLRHLKFIVIDECHAYRGVFGANVSMVLRRLLRIAAFYGSHPTVILAS 

ATSSDPEIHASRLLGAPVKAVTEDGAPTGERTVLLWEPGFIEGAEGENGAPVRRAASTEA 

AN I MAT L I S EGART LT FVRS RRQAE I VALRAQEELS T LGRP DFARRVAS YRAG YLAE DRR 

RLERLLDDGTLLGVASTNALELGIDVGGLDAVVTAGFPGTVASFWQQAGRAGRRGQGSLV 

VLVARDEPMDTYLVHHPAALLEKPVEAAVFDPTNPHVIRGHVYCAAVEKPLTEAEVAAFG 

AQKVVEKLEIEGLLRKRPRGWFAVEKPMSEDPDELSPDSAHQQVSLRGGSGSEFMIVDIT 

DGRLLGTI DSAKAMSQTHPGAVYLHQGESFVI DELDLEENLALARPELPDYTTYARSDTD 

IRITSAPLEDEVFDAGGGLWVANVEVQVTDRVTGYVTRLSDGTTLDATPLYLPPQILQTR 

AVAYTIDPLALEAMGIPAADI PGALHAAEHAAIGMLPLLATCDRWDIGGVSTALHADTGY 

PTVFVYDGMDGGAG FADTGFRRFAQWIEATFEVVRSCSCESGCPSCVQSPKCGNGNNPLD 

KAGAIKLLGAMVTLLGTS 

>RXN00890 TRANSLATE of: rxn00890.seq check: 1452 from: 1 to: 1299 
LSIATVVALLFSGLLGAVESALSSVSRARVEQMLKDEASGSASLLRVI DERALHINMLIM 
LRTLLDASAAVFAGAIAVNVMDSWAWGI VLAIVVVSLLTFAVVGVFGRTVGRKNPYSVML 
RSAVVLSGLAKILGPIARGLIWIGNI IAPGPGFRNGPYATEVELREMVDIAQEHGIVEIE 
ERRMIQSVFDLASTTVRQVMVPRPEMIWIESGKTAGQATALCVRSGHSRI PVIGENVDDI 
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IGIVYLKDLVQKTYYATDGGKSVLVDEVMREATFVPDSKSLDALLQEMQEDHKHIAILVD 
EYGGVAGLISIEDILEEI VGEIADEYDAREVAPIEKIGDRTYRVVSRLSLEDLKDHIEEE 
LDLEIEFGDEIEDQVDTVGGLIAFELGRVPLPGATVETCGLKLTAEGAKNRRGRLRMHSA 
VVEVGEPSEDNEG 

>RXN00897 TRANSLATE of: rxn00897.seq check: 6537 from: 1 to: 1005 

MTPSLPRFRSQKPAVGDRVVARRRIPGANVHWTDVIGHVIGVDPLVVRPQSVGGMPSDAE 

EIVIPDDQLEVIKILSPRTIRNSDIRAVEVATAKAFPGLVNEWHDGWLLRAGDGIAERSN 

SASPLGPSVGSEPVPMEDISRFYARHDLPVKLHIPERIGRPAQKVIDADPQKWVMGPEIL 

VMTKSLDHVESHELPGGLEFSVDKQPDQEWLGMYHFRGQAL PAHALELLRTQIEGRMGFG 

RLTTPAGQTVAITRATITAAEERIFLGYSAVEVDPAFRRQGLGTALGSRIQEWGAEQHAQ 

EAYLQVVAHNEAGIGLYQKLGFSEHHRHRYAERKF 

>RXN00990 TRANSLATE of: rxn00990.seq check: 3149 from: 1 to: 465 
IPVLVATDIAARGIDVDDVSLVVHVDPPAEHKAYLHRAGRTARAGTSGTVVTLVMDEQIK 
EVRELFQKAGVTAAEVKVNENSPELAKITGARRPSGVALPAPGQQQPKREQKNTHNRSDS 
RGSSRNPRRRGQSGSRSTGRSNPRRQTSRKDGPKS 

>RXN00994 TRANSLATE of: rxn00994.seq check: 7403 "from: 1 to: 351 
MTTFLELKLPDEI VRELRSQGITEAFPIQEAAIPDALAGKDVLGRGPTGSGKTFTFGLPM 
ITRLARSGASKPGRPRGLVLVPTRELAAQVRERLDDPARVMGLRVLEVVGGVNINRN 

>RXN01030 TRANSLATE of: rxn01030.seq check: 392 from: 1 to: 1176 
MTSTTQPGTTPELSADTHSEPWDVVIENTLEPFQKVVRQFI I DRPYSGI FLTMGGGKTLT 
TLSALTYIQPPGHILVVAPLNISRLTWPEEVRKWNIPVNAISLITNERGTKLTRAKRLKL 
YEETATTPPTLYYITINLLEDI VNYFGDRWPFWTVI IDESQTISDISSKRTRALFSVRPY 
IGRLILLTGTPSANKFDSI YAQVAVLDYGASLGDNIDVFRARWCAPDI ITDKQVRRWKPA 
NKQAEAEVYRTISHLVMSAVNTDIKLPPLHFVDHEVHMSDDEHRDYELFKKDAVLAALLD 
MAEENEGGEGADDTDAADSATTTPPASSQPTNPAIPAGLLQAIQQTQDTNGRAIAPVTTA 
ELDHFDDLPVQRQEDLGTLVVISAVHASDSAA 

>RXN01066 TRANSLATE of: rxn01066.seq check: 7389 from: 1 to: 726 
MRRDSFRDRALVVKTYDFGEADRI IVLLTRDHGIVRGVAKGVRRSKSRFGSRLQLFVELD 
VQLYPGRKLSTISGADTVGYYASGIIEDFTRYSCASAILEIATHIAGLENDPHLFEETTR 
ALKNIQDSPEPILNLDEFMLRAMNHAGWAPSLFDCAACGRPGPHNAFHPGVGGAVCLYCR 
PPGSAEVPPEALHMMWLVANGQAARI PREHPEQQTTIHQLTTAHLQWHI ERKLPTLAVLD 
QA 



>RXN01343 TRANSLATE of: rxn01343.seq check: 8146 from: 1 to: 708 
MSKNSKAYREAAEKIDAGRIYSPLEAANLVKETSSKNYDASIDVAIRLGVDPRKADQLVR 
GTVSLPNGTGKTVRVAVFAQGEKATEAEAAGADFVGTDELVEKIQGGWTDFDVAIATPDQ 
MAKIGRIARVLGPRGLMPNPKTGTVTNDVAKAIEEVKGGKISFRVDKASNLHAAIGKASF 
DAKKLAENYGALLDEI IRIKPSSAKGI YVKRVTLSSTTGPGVEVDTHVTKNYAEEA 

>RXN01374 TRANSLATE of: rxn01374.seq check: 3251 from: 1 to: 1242 
MSESGALSSTDSLSPGVTIEVRDEIWLVTHVTRSTDGFRVKARGLSDYVRDHEATFFTAL 
DKDLKVIDPTQVTVSLDDSSNYRRTRLWLEATMRKTPVPLYQESLSVADQMLADPLEYQL 
AAVRKTLSSANLRPRVLIADAVGLGKTLEMGMILAELIRRGRGERILVVTPRHIMEQFQQ 
EMWTRFAIPLVRLDSVGIQQVRQKLPASRNPFTYFPRVIVSMDTLKSPKYRAQLEICVHWD 
AVVI DEIHNATNAGTQNNELAGTLGPTAEALILASATPHNGDPESFKEILRLLDPTAVMP 
DGTI DAEAAQRLI IRRHRNSPEVSGFVGEKWAPRNEPQNFLVAASKEENGVAAELNHVWI 
SPGASNPIKDRLFPLDIGEGFSLLPCSLGRNSVQSPQKGLCTRRKTRPRNPFTT 

>RXN01378 TRANSLATE of: rxn01378.seq check: 4647 from: 1 to: 1755 

VKAFLSSPAALGETVSNRLKKASAPEEKRALETLSQLNSAITPQTSQKYQSLLSYLGDIG 

VKKNSDTRVVIFSERVATLHWLQENLIRDLKMPPNSIAVMHGGLPDQEQMRLVDEFKKTD 

SPIRIMITGDVASEGVNLHTLCHNLVHYDIPWSLIRIQQRNGRIDRYGQTHNPSIVTFLL 

DPAEDSKVGEVHVLERLMEREHEAHSLLGDAASLMGKHSERLEEETIREVLRGAQNFNDA 

VADPAEVLENPAGLDDIDWLLAQIAQADAKAETEAEAETENQTAPDAASNSTQHAQRRLY 
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AQESSFLYDCLLEGFNNVPEDSINRGGVGFKKHDNDI VELTPTDDLRRRLDFLPQDYVAA 
RKVKEDLLLASTLMRGQERLNAARTGEDGSTWPSAHYLGPLHPVTSWAADRALATMPRSE 
. IPAASGKVTEPTVLLMSTLSNRRGQIVSRSFVASSGPFDTEVLSDPIQWLHSIGLDETAI 
NPGTAALPDDIEQLISLAVQAARGEIRPLMIAARAQAQTRVEHWAKRAEAWNNKRSGAAS 
TSRTARTAKLIEEQQKLSNALEPDRELIRPLAVILPQPATLNTEV 

>RXN01380 TRANSLATE of: rxn01380.seq check: 8341 from: 1 to: 2199 

LDEGNTVPFIARYRKEITGGLDDTQLRDLEERLSYLRELEDRKQSILAAIEEQGKLTDDL 

RSLILGCDTKARLEDLYLPFKKRRKTKADIAREAGLEGLVDKLIDAPSLDAAAQAAAFTT 

EGFEDSKKVLDGARAILIDRFALDADLVGEVREQMYRAGSMAASVVAGKEQEGAKFKDYF 

EFSEPFDKLPSHRILALLRGENEGVLSLNLDAGDDI I YEGLIADRFSLDTHTSSWLAEAV 

RWGWRTKLYVSSGLDVRMRLKEKAEEGALDVFATNLRDVLLAAPAGQRSTIGLDPGFRNG 

VKVAVVDSTGKDVATTIVYPHQPQNRWKEAVSELANLCATHGVELMAIGNGTASRETEKL 

AGEVADMIKAAGGTRPTPVVVSESGASVYSASPIAAEEFPDMDVSLRGAVSIARRLQDPL 

AELVKIEPKAIGVGQYQHDVNQVALAKTLDGVVEDAVNAVGVNLNTASAPLLTRVAGVTS 

TLANNIVAYRNENGGFSSRKELNKVPRLGPKAFEQCAGFLRISGSTDPLDASAVHPEAYP 

VVRNIAKATGLDVSGLIGNSAVLTKLKPADFADERFGIPTVTDI IAELDKPGRDPRPEFK 

TASFKEGVEKISDLTPGMILEGTVTNVAAFGAFVDVGVHRDGLVHVSAMSDKFISNPHEV 

VRSGEVVKVKVMEVDVDRKRIGLSLRLTDEPGAPAPQKRGNRPAKQQRAPQKQSAKPATG 

SiyiADALRRAGLGG 

4tslr >RXN01389 TRANSLATE of: rxn01389.seq check: 5202 from: 1 to: 684 

^ QDGDKLAGRHGNKGVVGKILPQKDMPFLPDGTPVDI ILNTHGVPRRMNIGQVLETHLGWL 

Q ASAGWSVDPEDPENAELVKTLPADLLEVPAGSLTATPVFDGASNEELAGLLANSRPNRDG 
III DVMVNADGKATLIDGRSGEPYPYPVSIGYMYMLKLHHLVDEKIHARSTGPYSMITQQPLG 
i; 3 GKAQ FGGQRFGEME VWAMQAYGAA YT LQELLXXXXXXXXXXXXXXXXX 

jiff >RXN01563 TRANSLATE of: rxn01563.seq check: 3710 from: 1 to: 1209 

Q MVSDLLQPRDGI PPLLSTPGEFTAAADLLASGTGPFAI DTERASGFRYDDRAFLIQIRRR 

|'l GSGTLLFDPEQFRPELTQALKPVLNGQEWIIHAASTDLPSLAWLDLHPGLLFDTELAGRL 

^ AGFDHVNLAAMVEQI FDLHLLKGHRSEDWSKRPLPESWLNYAALDVEMLLELADVMAEIL 

:L DQQGKLPWAEQEFVHIVDQFATMTEPSETSWQDLKGLSTLKRPDQLVVAREMWLERDSFA 

M ASRDLAPGKVLSNKVIVEVARVLPRT PAELAQVKGFPGRSQGATKRWFRI ITRALKSPRR 

hp NWPKPQQRKDGI PDRRAWASYYPEEHEVLQEIRALI DDLAADINVPGENILQPSTLRVAV 

FLI WMAKHTGEIHNAETLNAVLRDYGARQWQI DQTFPILSANLLKL 

U >RXN01575 TRANSLATE of: rxn01575.seq check: 4786 from: 1 to: 1020 

□ MKS I DLEQLAGTQSRT YQSRKI TDEMVARPVHVAI ALWEVPWESAKSGKIEGWVI AVDS P 

RGRFVRSGQTKNGDAVNRTVSMLKSALKGVRGKAWIVTGRRQAALRAALVRENYLVTGSF 
AEQNRAGVKASAISRRAEQSALYKAKKIGEFAERAPRVKERQEAHWWPRLSRTQGTAGVL 
RLATDASTDGVFRGAMCFVASNGDYLLETQDTTASSDELELESITHALI YLKTIGATQAI 
IESDSKAALEAIDFILNNRPRRGRWRGITACARNRFRDAWEALIDDCVVELSRVLGHAGD 
PLNQAADQIAYMGMRAVI FEQKSAHPTLLKGI DKALRKAE 

>RXN01594 TRANSLATE of: rxn01594.seq check: 4466 from: 1 to: 819 
' MVARRRLDAELVRRKIARSREHAVEMIRGRRV FVAGMLALKPATVVEPEVSIRVEEDASE 
DWASRGAHKLLGALESFEPLGLKVKGRRVLDAGASTGGFTDVLLRREASEVVAVDVGYGQ 
LIWRLQNDDRVRVVDRTNIRYMTLEDTGGECDMMVGDLSFISLKLTLPAIAKVLSDGADL 
LPMVKPQFEVGKDRLGSGGWRS PELRAEVTADVAKFAATLGLSLKHVVAS PLPGPSGNV 
EYFLWLVKDGGASMPDDQQLSAMI DTAVKEGPQ 

>RXN01606 TRANSLATE of: rxn01606.seq check: 3298 from: 1 to: 2676 

MAESNAMDRAQISALLDRAQHTINLAEQANNVLRLLKTPGTATVGDNGTLGTDTYLIPSR 

NITWPDNLYVNVFLDGMNAEATLTDYVASVASIPRLCQI INEGQGGMFRRLFNPTKVQAG 

DQAVFDLMVKLDEISSTTHEVSRMLEGVHAARTRQQQGVALFPGIHGVGERYIERAQQVL 

ASALGIAGFGAEPWDGHTLAQARRVVQRYAQDPNSEYRLKSEAEKHLTSINELRVQILLE 

QLPVDALRMATDHRLRFGSLDSIHVATVADVLKTHTSILTTVQGIGAQTAGRMKAAAETL 

KQEALRRQNTSIGDEPTQPAMRLINVLARFDQTETITPEERARRTRVIDYVEHIPPSLDP 

YIVINPATPEFNNFTDDLRWIDANPNLFHPQTITTPPADIWDDYISRPAHYQGLLATLLG 

RDIEGADELLDATTLQKIRDLTLDKTHLTDLHLRGYQSFGARFAI IQKKTLLGDDMGLGK 
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TVQALSAAAHLAATEKDFRTLVVVPASVIVNWTRECKRFLNLPVFIAHGDNKQDAINAWS 
NTNGIAICTYDGVRTMDIPAPGLVIADEAHLIKNPSTKRTQALRKLIDAAPYTLLMTGTP 
LENKVEEFVNLVRYIQPELITRGMSKMQAENFRERIAPAYLRRNQADVLDELPERTDSID 
WIDLTPEDRSAYDDQVRQGSWMGMRRSAMLSPTPRLTSAKMQRILELFEEAEEHGRKALI 
FTYFLDVLDELEKHLGERVIGRISGDVPATKRQLLVDALSHSKPGSALIAQITAGGVGLN 
IQSASLCIICEPQVKPTIEQQAVARVHRMGQTATVQVHRLIGDETADERMLEILAGKTHV 
FDVYARLSETAEI PDAVDITESQLAARVIDEERARLGLTESTGPKDEETALS 

>RXN01637 TRANSLATE of: rxn01637.seq check: 3317 from: 1 to: 663 
MVNSGLDDMRGATS PRLLLE I LCARLLLASNT VAGPAVS S STDAAPAAT PGGLTG I AAAR 
AKAREYGQKKAAPAPAPTPAPEPVREQSLAPTPEPTPAAEPTSQPAPEPEPAREPVVEVR 
EASVEKQPASSDPLETIRSRWSELRNIVEKQSVRTSIMLTEARVLGLRGDTLVLGHSTGA 
LAARLNAADHNG I L VKVLAEE TGLQLKVEC I VGTN PAEAG F 

>RXN01683 TRANSLATE of: rxn01683.seq check: 9344 from: 1 to: 2568 

VSDDNTGQFDRVNPIDINEEMQSSYIDYAMSVIVGRALPEVRDGLKPVHRRVLYAMFDNG 

YRPDRS YVKSAKPVADTMGNFHPHGDTAI YDTLVRMAQPWSMRYPLVDGQGNFGSRGNDG 

PAAMRYTECRMTPLAMEMVRDIRENTVNFSPNYDGKTLEPDVLPSRVPNLLMNGSGGIAV 

GMATNI PPHNLNELADAI FWLLENPDAEESEALEACMKFVKGPDFPTAGLI IGDKGIHDA 

YTTGRGSIRMRGVTSIEEEGNRTVIVITELPYQVNPDNLISNIAEQVRDGKLVGISKIED 

ESSDRVGMRIVVTLKRDAVARVVLNNLFKHSQLQANFGANMLSIVDGVPRTLRLDQMLRY 

YVAHQIEVIVRRTQYRLDKAEERAHLLRGLVKALDMLDEVIALIRRSPTPDEARTGLMSL 

LDVDEAQADAI LAMQLRRLAALERQKI I DELAE I ELE I ADLKAI LAS PERQRT I VRDELT 

EI VEKYGDERRSQI IAATGDVSEEDLIARENVVITITSTGYAKRTKVDAYKSQKRGGKGV 

RGAELKQDDIVRHFFVSSTHDWILFFTNYGRVYRLKAFELPEASRTARGQHVANLLEFQP 

GEQIAQVIQLESYNDFPYLVLATAHGRVKKSRLLDYESARSGGLIAINLNEDDRLIGAAL 

CGEEDDLLLVSEFGQSIRFTADDEQLRPMGRATAGVKGMRFRDNDQLLSMSVVRDGEFLL 

VATSGGYGKRTPLEDYSTQGRGGLGVVTFKYTPKRGRLVSAIAVEEDDEI FAITSAGGVV 

RTEVKQIRPSSRATMGVRLVNLEEGVELLAI DKNVEDQGEASAEAVAKGAVEGPASKTAA 

EETDSVDNGSDENGEE 

>RXN01688 TRANSLATE of: rxn01688.seq check: 5568 from: 1 to: 930 

QFEGQTKT KLGNT E I KS FVQRMANEH IGHWLEANPAEAKV 1 1 NKAVGSAQARLAARKARD 

LVRRKSATDLGGLPGKLADCRSKDPEKSELYIVEGDSAGGSAKSGRDSMFQAILPLRGKI 

LNVEKARLDKVLKNAEVQAI ITALGTGIHDEFDINKLRYHKIVLMADADVDGQHIATLLL 

TLLFRFMPDLVAEGHVYLAQPPLYKLKWQRGEPGFAYSDEERDEQLNEGLAAGRKINKDD 

GIQRYKGLGEMNASELWETTMDPTVRILRRVDITDAQRADELFSILMGDDVVARRSFITR 

NAKDVRFLDI 

>RXN01689 TRANSLATE of: rxn01689.seq check: 4148 from: 1 to: 1116 
VANTEHNYDASSITILEGLEAVRKRPGMYIGSTGPRGLHHLIWEVVDNSVDEAMAGHATK 
VEVTLLEDGGVQVVDDGRGIPVDMHPSGAPTVQVVMTQLHAGGKFDSDS YAVSGGLHGVG 
ISVVNALSTRVEADIKLHGKHWYQNFEKSVPDELIEGGNARGTGTTIRFWPDAEI FETTE 
FDFETISRRLQEMAFLNKGLTITLTDNRATDEELELEALAEQGETATELSLDEIDNETEL 
VEETTDAPKKPKKREKKKI FHYPNGLEDYVHYLNRSKTNIHPSI VSFEAKGDDHEVEVAM 
QWNSSYKESVHTFANTINTREGGTHEEGFRSALTSLMNRYAREHKLLKEKEANLTGDDCR 
EGLSAVI FRARW 

>RXN01770 TRANSLATE of: rxn01770.seq check: 9268 from: 1 to: 3765 

MPI I I DNLNSDDDSTIGTATEYNPDTDADLLDAINADADLDGDATISTNATEEGVDAAAE 

KPKKKRKAPALKPKGLTAKFFHRDLTGVGGRTGRLNKNVHPTNPDLSYQPVSDVYTPQSA 

DHKGIKTRYILTHPTPAVVLSESISNAFHVSTLRRNNNVNNSDSELAAWPYLYQLDIPQL 

DQMINVADICDYHFHGYNLWVDFTPQTIALRSGKTVLDDGTTASDNTTHVYYRVTVHVIA 

GQDHGSTLLDDQGNQVLDRDDNPISTPSIKRIGAVTDLFDHNPFGFASVNSFAFVDFSWD 

PATTLVDMLNNLDSYLSNHINIASSPTPIALDMVVLNEWSEKSYQLCERVVAQAKLINSN 

KITAHVSDVIKQNAHNILWFTEQMNPGTTNLSEVPISKKSMLPMSRQLRILEHYDVPLTA 

YSALFWTVSAIKNESMVQYLVRQNMQLTLSSNLDALNSIVSQLPVPDKDVVAASGYQIQP 

HFSTQQREAITTDNPLAI IQAGAGTGKSTVILERI EYLCAAGTNPEEIAVLSFTNAAADN 

ITAKNDKVTSMTISKMVHEI YAHNFPDHEISTIDTI INTLDIEYGDQMVTSDYMIQLRDL 

LYKVMTQGGNANLTALSI FMESHIEAFISVLDQIKQTSLELEII ICYLLLDKLIEPHASP 

KYLIIDEVQDNSVFEFVFALRFAAKHNTSLYLVGDSSQTLYEFRSANPKALNSLEASGVF 
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GTYRLTTNYRSNQEILDFANIHLSDIEANQFAGIQLYANSFDAPTADSFKEKVELDMHHV 
SKQSEFTDSIPYFMESNKARFDAAILNNEQTIVLAHSGREIRAAQQALAEMYPSITVRNL 
QSDKGFNNTVFSTFIKDFWFEVTAVDPAHAAFTFTSQVTAHLDKLVRGKREQMEDRVIRS 
MAAWWRENERDIQGWVQQTQSGAI TNEE FFYRLRQC ILDYE I RNNRARQSMLNARNNANK 
EAVAQEKPLLMVSTIHSAKGLEFDNVI VLQKPSSDAEMTEEGKRATYVALTRAKKRELI I 
AGSTRAYPRIVTDYEQIVDLLEKRDEERKIKEEEAAALATLEAEQETRALAAAEAQAQAL 
LLEHNPWLRDLSDEEVTALTEQEIINNVEPALQIEEEEEEARALAAAEPAIQQYLSQFAF 
DEFPDDDNVANTVVHVAPQPILHQAVPADVTVQSSTAPVTPVVADLEVTTVAADPVEPTI 
VAAQPEVDDNLVYSTSTPNSHSDVIAVNSDTSENAAVNPVLSDIEALRAI FNNQD 

>RXN01772 TRANSLATE of: rxn01772.seq check: 5291 from: 1 to: 4938 
MECMSTITDAVSALRTLPSQSAQGLAFEKLMVNFIKSDPTLSTEFDEVHRWVDWPYNGGT 
MDTGIDLVAYNKDDDAYTAIQCKFYLPTTSLAKGQLDSFFEASGRTFETPEGTRSFSNRL 
VISTTDKWSSNAEKMLENQTIPTNRIGLSAIAESPIDWDIAYPGSELTINLQLKEPYSPR 
PHQQTAIEKAIEGFQTHDRGKLIMACGTGKTFTALRLSEEVARLNGNKARILFLVPSISL 
LSQTLKEWTAQKTMDLRPVAVCSDSKVSKAAEDIAAYDLEVPVSTDGALIAEKLEHRKRA 
AGLTVVFSTYQSLPAVHAAQEAGAEPFDLVICDEAHRTTGITLAGEDPSNFTRIHDASYI 
KAAKRLYMTATPRLFDDSVKGKAADHSAEVSSMDDEAI YGPEFHRLGFGEAVEKGLLTDY 
KVVVMTVDEQVAASALTVLGSTPGEELTLDMTSAI IGAWNGLAKRSGKEQDTKTGFSSSD 
AAMERAVAFARDIKTSQQIAESFPRVVNAYTTELEVKNDDVDEHNLNLSVACQHVDGSMN 
ALERNSRLTWLKAPTQSMETKILTNARCLSEGVDVPALDSVI FFNPRNSMVDVVQSVGRV 
MRKSPGKNYGYI ILPVAVPPGVAPSAALNDSRRFKVVWQVLNALRAHDDRFNAMVNSIAL 
|'3; NEGNIKDLPVETEHTGPTSKDRDNAPYDSAESATQYVLFSLEQWQEAI YTKLVDKVGTRT 

,"1 YWEDWADDVADIAQAQITRIKALLDNASPTIKEEFERFVEGLRGNLNESISDDEAISMLS 
]U QHLITAPVFDALFAESSFAKQNPVSQVMQRMADALNSAELNSETEKLEKFYDSVRIRAAE 
;;L: VSSAAGKQAVIKDLYERFFKKAFKKQSEALGI VYTPVEIVDFILE^AADDVSKKHFGRGLS 

!; 2 DKDVHVLDPFTGTGTFMVRLLQSGLIKPEDLARKYANELHATEIMLLAYYVAAVNIETTY 
™ FGLEGERALRNGEDAPVYEPFDGIVLGDTFQMYEDDDKLDLDVFTANNDRMERQRLTPVQ 
W VIVGNPPYSVGQSSANDNNANLKYPTLDRRIEDS YAKYSTATNKNSLYDSYLRAFRWATD 

=J RIHTQGVVAFVSNNGWVDGNTADGVRLSLAQDFSEI YVFNLRGNSRTGGDLAKREGGNVF 

| : y NVRVGTQI IVAVKNPQLSGCRILYKDIGDNLSADAKLNEIAVATIEGAEWQTISPNEYGD 

„ WISQRSVDFDTWPVLGDKKNKSALKVFQTFSAGLKTGRDAWCYGPTSAQVKTNITRLLET 
«j. YEQAQQRFNSWVVDNGVTSPKEADVNQFLKQNPDLADSKKISWDSNLKMSLSRGDTFSFD 
jlS PSSIQMSLYRPFFPQQTYFHVSLNQRRYQLPSMFPTPEHDNQGFYIVNPGSAKPFSTLAT 
III NLLPDLAMWGSNAGQFFTRWTWEPIETREGELDFGNGLFSTTPKKGVEGEILDGYRRVDN 
I % ITDEILKLYQSSLGEDVTKDDI FYFVYAQLHDPAYREAYAADLKKMLPHIETPTDRARFD 

^ HFVTAGKELMDLHINYEDVEPWDVEVKVKEKADPTDRETWRVTKMPCWAKVRDPETKKLVE 
□ DHTTLI YNSS I TI SGI PEEAENYQLGSRSAIAWLI DRYQVKKDKASGI VNDPNDWADEVG 

O NPRYIVELIAKVTRVAVETMRI VEEL 

>RXN01786 TRANSLATE of: rxn01786.seq check: 2034 from: 1 to: 684 

MRAAKITRGFTSNPAGSVLVEFGNTRVMCTASVELGVPRFKRDSGEGWLTAEYAMLPAAT 

AERNRRESMAGKVKGRTHEISRLIGRSLRAAVDLSQLGENTIAIDCDVLQADGGTRTASI 

TGAYVALADAIKVLQERGVVPGSPLLAPVAAVSVGLVDGNVCLDLPYEEDSRADVDLNVV 

MTEHGEFVEIQGTGEETTFTRAQLNDMLDHAEKGCRELVAAQKAALGI 

>RXN01876 TRANSLATE of: rxn01876.seq check: 6935 from: 1 to: 1851 
MARPFYLATTVSPEGVHIRRHIRTRGRVVTGVDDEVLTGEMADVIEQGGVGSESVLHQAL 
EQARSGHMRNIVETIQREQDEI IRDTTRGVMVVQGGPGTGKTAVALHRVAYLLYTWRDQL 
AKSGVLIIGPNKTFLEYISHVLPELGETGVVLSTVGELFPGIVPTGSEDTLTREIKGSEE 
MASILAEAVKAYQVLPEKTIVVSVDGIEI SIDEKTVAKSRTRARRARQSHNSARPI FREH 
LVEQLAHQMAQTIGADPLGGKNLLSAADIDQLHDDLLDDAALQSVIDDFWPELRPQDVLH 
DLLISEERINVAAAGYDEETKSALLRGELDPWAPSDAALLDELALLIGLPDPEEAREKAE 
AKWREQIDDAQEVLDVLSSSQSSDIDDVTEAEVLSAFDVIDAETLAQRQTVTDNRTTAER 
AQADHKWAYGHVIVDEAQELSPMEWRMVFRRSPSRWMTLVGDIAQTGWPAGVDDWAESLW 
PFVEKRFRHHELTVNYRTPAEIMSVANELLTQINPDIAPAMAIRESGREVVNLPLDADLS 
AVMDSLREEDSQRTIAVISSRRHHESDFYLVDDIKGLEFDHVI VVDPAGIVEESPQGLQD 
LYVAVTRATQSLT I LGE 

>RXN01912 TRANSLATE of: rxn01912.seq check: 1693 from: 1 to: 738 
MRRFI FTERNGI Y I I DLQQTLT YI DQAFEFVKETVAHGGTVLFVGTKKQAQEAVQVEADR 
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VGMPYVNHRWLGGMLTNFQTVSKRLNRMKELQAMDAAENGYEGRTKREVLMLTRERTKLE 
RVLGGIAEMTRVPSALWII DTNKEHIAVAEAHKLNI PVVAILDTNCDPDVVDFPVPGNDD 
AI RS T ALLS RV I S TAVE EGKKAREERQLAAAKDAAG DAKPE AEE APAAAE AEEAPAAEAE 
EAPAAE 

> RXN01951 (1-561, translated) 187 residues 

LLHYFDGEKR YILAPKGLTQ GTVIESGAAA DIKVGNNLPL RNIPTGTTIH NVELKPGAGA 
KLARSAGASI QLLGKEGSYA VLRMPSSEIR RVNIRCRATV GEVGNAEQIN I RWGKAGRMR 
WKGWRPTVRG VVMNPVDHPH GGGEGKTSGG RHPVSPWGQK EGRTRKPKRY SDDMIVRRRR 
ANKNKKR 

>RXN01966 TRANSLATE of: rxn01966.seq check: 3341 from: 1 to: 657 
VSESENNTTPAVAARDDRLVWVDLEMTGLDLKRHVI VEVAALVTDANLNVLGEGVDLVVH 
ATEEELAQMDDFVTNMHESSGLTEQIRESAVTLKEAEDAVLALIEKHCDPAHPAPLAGNS 
IATDRAFIREHMPRLDEALHYRMVDVSSVKELARRWYPRVYYKQPEKGLAHRALADIVES 
IRELDYYRRSFFVAEPGPTSEQCADDAQAAVDRFAPYFD 

>RXN01979 TRANSLATE of: rxn01979.seq check: 2139 from: 1 to: 1581 
LGHDFRPDYRRIRDLLAGLAPNI PVLATTATANDRVVEDVRAQLEDGTGLFRGGI DRESL 
YLSVVNLLNPTERPAWLATHLKELTGSGI I YCLTVSAAHDLADALNSVGWNVAAYTGRTE 
AGERERLEHALINNEIKALVATSALGMGFDKPDLGFVVHMGSPSSPVSYYQQIGRAGRGT 
ARADVILLPGTEDKEIWEYFASVSFPREEVVRQLLAVLTDEAQSTVKLESQVDLSRSRLE 
QVLKVLDVDGAVKRVRGGWVSTGQEWIYDAERYAGLEQARKIEQQSMVNYQNTTECRMLY 
LRKELDDVEATTPCGRCDNCTGKTWGLDTDASITLKVDQQLQTPGVKIAPRKMWPTGISV 
RGKIAGLEEGRALGRLNDIARGPALKALLDSGAYSDDPWMARI IEVLKNWDWTNRPANVV 
ALGNTNFGSTEMI IQVAQSIAAVGRMNFAGVLPAAPGAEEVMAQNSAYRVEALLKQWDWS 
QGLQL V PG P I LLVT DL I DTGWS VT VAGNG I AQRT S E KVL P FALAS RG 

>RXN02038 TRANSLATE of: rxn02038 . seq check: 6905 from: 1 to: 369 
MSEPIQNENVESNVADAADIAAATAATEEFTNTIGDAIATASEEETIEAAPVVLDGPIQT 
VGRRKRAIVRVRLVAGSGEFKCNGRTLEEYFPNKLHQQLIKAPLVLLDRLNQCNIEASIK 
GPK 

>RXN02070 TRANSLATE of: rxn02070.seq check: 1536 from: 1 to: 1122 
MTQVTESAVRSALSRVEDPEIGKPITELGMVKSVSIDGSDVQVEVYLTIAACPMKTTIVT 
NTEAALKDIDGVGQVHVTTDVMSDEQRRALRVSLRGETSEPVI PFAQPGSTTRVYAVASG 
KGGVGKSSMTVNLAAALAKRGLSVGILDADI YGHSVPGMLGSDQRPHQVDDMIMPPQAHG 
VKMISIAHFTEGNAPVVWRGPMLHRAIQQFLTDVFWGDLDILLLDLPPGTGDIAITVAQL 
IPNAELLIVTTPQAAAAEVAERAGTISVQTNQKVAGVIENMSAMVLPDGTTMDVFGTGGG 
QKIADRLTAVTGEEVKVIGSVPLDPNLRIGGDVGNPIAISEPHSPTAAAINEIAEHLAHR 
KVSLVGKTLGLGVK 

>RXN02082 TRANSLATE of: rxn02082.seq check: 737 from: 1 to: 2910 

MYLKSLTLKGFKSFASATTLKFEPGICAVVGPNGSGKSNVVDALAWVMGEGSAKTLRGGK 

MEDVIFAGAGDRKPLGRAEVTLTIDNSDGALPIEYTEVSVTRRMFRDGASEYEINGAKAR 

LMDIQELLSDTGIGREMHIMVGQGKLAEILESRPEERRAYIEEAAGVLKHRRRKEKAQRK 

LQGMQVNLDRLQDLTHELAKQLKPLARQAEAAQRAATVQADLRDARFQIAGFEIVKLSEK 

LETSTEREKMIREQAEAAQEQLEEATTTQMEVEMELAEITPQAEAAQQLWFDLSSLAERV 

SATMRIAADRASSGAADVPYAGQDPDELLGRAETADKELEELEMAVEMTTERLTSIQEEA 

EDKAAQAREAEREHLAQVRAISDRREGVVRLLASEESLRTQHTSAEEEAERLSEQLEEFI 

GRILDVERERRLTDERKQGVDTDRAPLEEALKQAKHEAEAAETRLEELRTKRSDLEKEVS 

RLQS RI ETLNQNRPRS DAADVVDYPQLATL I RPQRNVDKALAAALGAHAEALAGEAAEGL 

VEKLIDAGVARTI IVDGTQAGGAWRLDANI PAGASWLLDHVDLDPAIAGPVNRLLADVVL 

VDDPSLGRQAIEDDPRLRAVDRNGVLIGAGWIQVGTETSTVEITAHIEEAEAQLAAASAA 

LDDIAGTFDGALHAADNTRVEVAARTAALRELDMTRDSITRDLARLDKQHEAAESERVRH 

VGRLHAAETRREELREQLEDIVDRLSRVEDEEDADEPSTTARDQANAELQQIRAMEMEAR 

LAQRTAEERAGQQRGKGDSLRRQAEHERQAKIRHEQAMEARRRRTQLAAAVHNGARDVAE 

RVSSVLAQAAIERDQHNRDKALLTSHLARAKDAVSAARQHLNRLSDNAHSMELARSQAQV 

RMEEAVAKITEQLGI PVAELLRDYTPDENFDEKFQRARLKQAEKDLAALGKVNPLALEEF 

KALGRALRVP 
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>RXN02131 TRANSLATE of: rxn02131.seq check: 894 from: 1 to: 1671 

VAFGDGPLI VQSDKTVLLEIDHPQAGEARIALAPFAELERAPEHIHTYRITPLALWNART 

AGHDAEQVVDMLERFSRFPVPQALLIDIAETMSRYGRVRLHRHPAHGLILESGEPAILVE 

ISRHKKIKPMLGAQVDPETIVVHPSERGRLKQELLKVGWPAEDLAGYVDGESHPIGLSTE 

FEDWSLRDYQQMAADSFWEGGSGVVVLPCGAGKTMVGAASMARAQATTLILVTNTVAGRQ 

WKDELLRRTTLTEDEIGEYSGERKEIRPVTIATYQVVTRRTKGEYKALELFDSRDWGLII 

YDEVHLLPAPVFRMTSDLQSRRRLGLTATLVREDGREGDVFSLIGPKRYDAPWKDLESQG 

FIATADCVEIRSTMTDAERMVYATAESADRYRLAATAHTKVAVVRKLLEEHAGKPTLIIG 

AYLDQLEELGAEFNAPVIDGKTPNKKREALFDQFRSGSLSVLVVSKVANFSI DLPEASVA 

IQVSGTFGSRQEEAQRLGRLLRPKHDGSEAHFYSIVSRDTLDTEYAAHRQRFLAEQGYAY 

RILDADDILFPLPKKEL 

>RXN02293 TRANSLATE of: rxri02293.seq check: 2677 from: 1 to: 2388 
MSSRIGNFLINRISTGLPVENI IPHLQEAFSAGPKNLVIQAPPGTGKTTLLPPLVANILC 
NEGAGNATPTKVLVTAPRRVAVRAAARRLAQLDDSQLGTKVGFSVRGEHISGSHVQFMTP 
GVLIRQLLNNPELPGIGAVI IDEVHERQLDSDLLLGMLAELSQLRDDFSLIAMSATLDSD 
KFANLLDAQVLSVEAPI FPLDISYAPARAPRLNAKGVDWDFLDHMAQKTHDAVTHSEHSA 
LIFVPGVREIDRVMSTLKSLGHNNVFPLHGQLSPTEQDRALAPSQQQRI IVSTPVAESSL 
TVPGVRIGVDSGLSRSPKRDSARGMTGLITSSCAQASAGQRAGRAGREGPGQIIRCYSEE 
DFSHFPRFVTPEISSADLTQAALWLAQWGTSPADLPLLDQPPHAAWTAAQQILRLIGALE 
GDAITSLGHRLSTLPLCPQLSASLLRFGEQSAKILAVVSENPQGDVEKQQPDKREVERLR 
RLAPASVGKASAGQI VGAAFPQLIGRKIDNGEYLLASGTRARLMDSDLKDAEWISVAAIN 
RSQNSAI IRAAARISEDDAIDI IGVVEETRAI FVNGKVQARKVKAAGAIELSSTPTKPTP 
AEASETIATALAKGGIDLFHFSDKAASLRDRLKFIHEHRGEPWPDIETADPHLWLSPEIE 
ALSHGTRLNNIDMYPALQRLLPWPEATNFEEFAPSHLSVPSGNQHRLDYSSGRPVIRVKL 
QECFGLEESPQLCGI PVQFHLLSPAGRPLAVTDDLRSFWSGPYSQVRAEMRGRYPKHPWP 
EDPWTAPATARTKNRM 

>RXN02357 TRANSLATE of: rxn02357.seq check: 4829 from: 1 to: 6300 

MSSLI PVHAAGSIQEGITEYLTTSFSLADKQVATELKRFLGHGDSGMFHGPYVRARLPYA 

QAQEWENVLSWLPENFVPYHHQKAAFQRLSSLDNRGKDRRPDPTLVVTGTGSGKTESFLY 

P I LDH ALRLRKRGQQG I KALLL Y PMNALAN DQADRL ARL I HNN PALKGVTAG I YTGEAKG 

NRTQMGERELINDPQAMRVSPPDILLTNYKMLDQLLLRSVDREMWQKSATSLQYLVLDEF 

HTYDGAQGTDVALLLRRLGLMLKSQQPANFLDDSAMHRPLGI ITPVATSATLGSGDSGSP 

MLDFAYTIFGERFPADAIVGETRLELDQWRAEIAQNFGAPAVSEPRELPTVEDIEVVLDT 

IATAQHEDDYAQLCFRVFCEKVWLCEADLHAAISAYAAHDLTAAILQHAADSTPLSRRDQ 

DEVTALPELVLGATARILGEVKAAEFISHALAAMAFVRAEYGKVAAWGAKRLPGVETHLW 

VREVSRIDRALGVGDEQSMFRWSDDGPAE DANTQQWLPACYCRSCGRSGWMVSLEQGTNI 

PVLEEQKIRLNSFEQPHKQRALLDATSEQRAAIEQGRSVAGPRGVDGTSAVLWFHSASNE 

LSTRQPSPEEEQSGSSIAVLTHFGPEADDLSAKQTCPSCGDVDSIRYIGSGISTLLSVSL 

SNLFGMADLDSAEKKTLVFADSVQDAAHRAGYVQARSRAFALRTYTRRAVGDNEVTLPSI 

SRALMDNATSGRTRYELLPPDLTDLDI YKPYWHPDASKAERREASRNVHKRLSFDLALEF 

GQRADLPRSLALTGALSAFVDLPKGVALSAAAEALYAIEVPTLDIEDENLRLRWVQGALE 

LLRARGGINHEWFGAYLRTDGNPYMLNRRQARAEGI PGFVRGGAPEFPRVGSALSGSLRS 

STGTTPLGSPRGRYASWTSQVLGISTHDAATAITKLFDALSNRSILSSISTDSGGKI YCL 

EAERIRIFSEDHPEVLECSVCHAQTGVTDHVRDFLDGAPCFSPSCGGVLHIEEVEDNYYR 

RLYSAIEPRTVIAREHTSMLKKKDRLALEQSFRGGEGSAKQSPDAPNVLVATPTLEMGID 

IGDLSTVMLASLPTSVASYVQRVGRAGRLSGNSLVLAVVRGRGVTLPRLNQPLSMIKGAI 

TPPVAYLSASEILHRQFLAYVIDCLDTRAELPKLETAIDVFDNAAGKTPLVALLKAQIHA 

GLDPLLEEFVRTLNMQISIDNI FELRTWASGNSTDSLLALLETSQKEWMEERRSLTARRG 

ELEKIFDKLDARNDAHDEELKEEKRKTAASLE<AVKLQIRDLLGEFWIAALERYGLLPNFT 

LVDDSVELNVAVTSFNPQEVEFDTKNHAYSRGISAALFELAPGATFYAQGIAAKVDSIEI 

GEHGSAIEQWRLCPVCSHSEILQPGVSTPGSCPTCGSPAFADKGQILEVVQMRKVSSAVE 

KTRAAISDDREDRFSTRFNQHVSFVVPPDGHGKSWYLNDGFGIEHLPKVELRWLNLGIGN 

GQKRRLGGFEVTSPLFNVCRHCGHLDSEAGANSRWDHRPWCPHRYEQKEDTVSFALGRTL 

KTQGVLMLLPEYFGSEADSMVVTSLIAAIKLGFREVLGGDPDHLDVTSVQVPRTSGDGAL 

DALLLHDQVPGGTGYLNQFADPTKVPELISRAWERVSRCQCQYDETLACPECLLPYTRTD 

TLLHTFRATAEKSLRAILLNSSRPEEITDLSAVPDWTFLEKRPENTLGSQLELRFRVMLR 

RALKNRHAKLVDRVNGSNSYVDIEMSSGVRWRMSEQVDRGYTRPDFWFEPLNGNYPTVAV 

FTDGAAFHI SSANYRLDGDIQKRMKLALDPDNILPWNITSLDLDRFSNPAAQGEEPAWFS 

PIGRQLSKANLILDPQSTALLAATPMDQLLAFLDNPAASSWKEFAHIAAAHMLGHNPQKN 
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GDGIVGTFRNKISLRATMVNRELRARQLWLAPTTPEELEVDTWTAFLNLANLMWLAPESV 
YVSTNGSPHKI DIVPAPAAPLVVEVPELWAPILDGFTADEDEEAEGALQILAKEHALVPE 
TTGDELSSIPTIATWPSVKIALLYESDPDEPLEDDLKAEGWTLLFANDLETSDIPAALRP 

>RXN02370 TRANSLATE of: rxn02370.seq check: 1226 from: 1 to: 792 

MTPIYDDVDNDKLDEPERILAESTVEPEEGPRMRARRQRQESAADDIAAIAAAAVDIASE 

EDPDEPSGSSYVSDFEAEPIAPVVEKAAEPVAEPTADYEKARAEFEASPRRRRKTRGNSR 

S DHAPKPEDFAPVVEEVAET PVKT PARKAPRRNRPS ELS SGAPS S APSTRNRRRAVRRQL 

VEAPETVVEIAPEAAPEQVAEPQVEFDQPDNRRKRRRAVRVTAAPVEKKVASTSNARAPK 

KEPQAASTTNPGRRRRATRRGPRS 

>RXN02371 TRANSLATE of: rxn02371.seq check: 7071 from: 1 to: 315 

MYAIVKTGGKQYKVAEGDLVKVEKIEGEPGASVALTPVLLVDGADVTTAADKLASVSVNT 

EIVEHTKGPKIKILKYKNKTGYKKRQGHRQPLTVLKVTGNQVSPR 

>RXN02468 TRANSLATE of: rxn02468.seq check: 4275 from: 1 to: 1224 
VEITDALEALGINRTFAIQEYTLPIALDGHDFIGQARTGMGKTYGFGVPLLDRVFDSADV 
AETDGTPRALVIVPTRELAVQVGDDLQRAATNLPLKIFTFYGGTPYEEQIDALKVGVDVV 
VGTPGRLLDLHKRGALSLDKVAILVLDEADEMLDLGFLPDIEKILRALTHQHQTMLFSAT 
MPGAI LTLARS FLNKPVH I RAET S DASATHKTTRQVVFQAHKMDKEAI TAKI LQS KDRGK 
TI IFARTKRTAAQVAEDLASRGFSVGSVHGDMGQPAREKSLNAFRTGKI DILVAT DVAAR 
GIDVDDVTHVINYQTPDDPMTYVHRIGRTGRAGHNGTAVTLVGYDETLKWTVIDNELELG 
il4 QPNPPQWFSTS PELLET LD I PEG VTERVGPPTKVLGGTAPRPPRRTRK 

>RXN02727 TRANSLATE of: rxn02727.seq check: 1998 from: 1 to: 912 
];[} VVLLPLLVPQLQVQPQLQLPSLLTRQRCARKSKRSCAPNTASKLDDASKAAQKAQNDAKS 
Q AQ DQLQRAQADAKAARDE AEKAKAEAKS AAS S S T TKAAAVG AVGAGTGAAVATGAAN VDT 

-2 HMQAAKVLGLAQEMADRLTSEARSESKSMLDEAREAAEKQIEEANSTSNRTLEDARANAE 
lift KQIAEAQNRADTLVNEADAKAKNLVSEAEKKSAATLAASTSRAEAQIRQAEDKANALQAD 
Q AERKHTETiyiAAVKEQQNALETRIAELQTFEREYRTRLKSLLEGQLEELHARGSSAPTNNK 

l~ >RXN02764 TRANSLATE of: rxn02764.seq check: 4873 from: 1 to: 2784 

!; J MSEYKPPI PSDPQVRLIKPTSKLRPRSWEGEVSHLVKQGTGLWRVTGEAGSGVSSAVVDT 

jif* VLERIRQGWEPSSMLVVATSKEAASRLRQEISESVAQMDYVSEGPLVRSVHSVAFALIRD 
I'Lf ASDDDVRLITGAEQDAVIRELLRGHADDGRGGWPQEQREGLRMVGFARQLRDFLLRAVER 
h; 4 GVGPDELVELGERFERANWVAAGEFLREYKQVMKLSGAHSFSASELVTEALRGPEPSVKY 
O RGVFIDDAQHLDPKSAELVSRFFPEAELAVVAGDPQQSVFRFRGANPDFLTKLSVDHEVV 
O LKGRRKASTS I VVAETESAHADLLADTVRRAHLIDGRSWSEIAVI VRSAGMIAPIWRTLL 

AAGVPVHISPTDVVLAEQRIVAAMILGLRALTESLNAIELEDLLLGPIGGADPVTLRRLL 
RGLRQAEMKMGGQRRAIEVLRSLLAESDAEMLGFLTDRELNLLERVRSVLEAGREALAEH 
GSIEEVLWALWSATDLSNSLSAISLRGGASGSQADRDLDAMiyiALFDAAGDYVERYPSAGV 
RSFILHISEQELPTGMRERRGAI PEAVEVLTAHATTGREWKRVI VAEVQEGSWPSLGETG 
TLLGQEEFVDLVDEGI DPDII ISRSAERLAEERRLFYLATTRSTESLLVTAVNSPDSDEV 
REPSRFLELLSQPI VVLEGEEASAIAEPEEIGHRLLS IPAMVAELRRVVNDPRDPRRKQA 
ARQLSRLAEAGI PGANPAEWTNLRTPSTDEELIKGAVSLSPSRIEQLLNCPLRAVLDRLD 
SEEETPIAMLKGTLVHAFAEAVAGGVDAALAEEKVTSAYMQLANVPSWSRESTEIAFRRI 
LSRTDTWLKTSRADFTEVGTEMDVSVTIDDSVSIRGRMDRLERNKSGELVVVDFKTGKTQ 
I AAKDMG DH PQL FAYQLAL S KGVLHGDK 

>RXN02819 TRANSLATE of: rxn02819.seq check: 6309 from: 1 to: 1047 

KLQIGDVIAMPGRKRPVLAVVMTPANQSRDPRPWVTTESGWSGRVDAESFTNPPITIGHM 

RL PRQAI EE PRRNARRVQELFRREHFKRPNKMRE FARVRPNEAVTKLRNAI RDHEAHHWP 

DREHLARTAERMIRKERDLAKLTGNVDKARETLGRTFERILSLLSEMDYVDYSNPDNPVI 

TDEGERLAKIHSEADLLVAQCLKRGIWDNLDPAELAGVVSMCTFENRRETGGEAQAVTEA 

MADSMNSVERIWGELVEDERRHRLPITRQPEAGFATAIHQWASGAPLGYCMAAAAENGAE 

LTPGDFVRWCRQVI DLLEQVAKTAYFDETTRNARQAIDAIRRGVVAIGS 

>RXN02826 TRANSLATE of: rxn02826.seq check: 160 from: 1 to: 435 
MAPKKKKKVTGL I KLQ I QAGQAN PAP PVG PALGAHG VN I ME FCKA YNAAT ENQRGN VVP V 
EITVYEDRSFDFKLKTPPAAKLLLKAAGLQKGSGVPHTQKVGKVSMAQVREIAETKKEDL 
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NARDIDAAAKI IAGTARSMGITVEG 

>RXN02833 TRANSLATE of: rxn02833.seq check: 6083 from: 1 to: 783 

LLETWRQVVADLTTLSQQADSGFDPLTPTQRAYLNLTKPIAIVDGYAVLSTPNAMAKNVI 

ENDLGDALTRVLSLRMGRSFSLAVSVEPEQEIPETPAQQEFKYQPDAPVISSNKAPKQYE 

VGGRGEASTSDGWERTHSAPAPEPHPAPIADREPELATPQRIPRETPAHNPNREVSLNPK 

YTFESFVIGPFNRFANAAAVAVAESPAKAFNPLFISGGSGLGKTHLLHAVGNYAQELQPG 

PRIKYVSSEEYHQRLHQLRAR 

>RXN02943 TRANSLATE of: rxn02943.seq check: 6621 from: 1 to: 1668 

MSRISARTLAIALAGATAASLAVV PAATANPAGTAPVINEI YEGGGNSGSLFSNDFIELY 

NPTSGDISLDGWSVTYYAANGNSGGTTNLTGNI PANGYYLIQQRAGSNNTGALPTPDATG 

NLAMGASQGSVALTDNSGLTADLVGFGGTSMFEGTAAAPETSNKLSVQRKEVGADSDNNS 

VDFETGAPTPTSSGGSAPVDPGEPETPVNPGETVSIAQIQGTGLATPLEGQTVTTEGIVT 

AVYAEGGFNGYYIQTPGSGTAPKVAGDASDGI FVYVGSNGSYPELGASVTVTGKATEHYE 

MTQLGNSSFTVSDTAFEPVTPLELDTVPTGDDIREAYEGMLLKPTGAHTVTNNYATNTFG 

EIALAPGNEPLYQATQMVAPGAEAIAYEAENVAKQITLDDGRSGNYTRGDSSTPMAWLVQ 

DGGETIKSIRTGDQVEFQAPVIFDYRYDLWKFQPTTPVTGNTASSDLPITWDDTRAAELA 

SINDVAGEFHIASFNVLNYFTSLGEDEPGCSAYRDINNTPVTANNCNVRGAYTEEALEDQ 

QSKIVEAINRLDVDVL 

>RXN02981 TRANSLATE of: rxn02981.seq check: 3652 from: 1 to: 366 
J MARLAGVDLPRNKRMEVALTYI YGIGPARSKQLLEETGISPDLRTDNLTDEQIAALRDVI 

J EGTWKVEGDLRRQVQADIRRKIEIGCYQGIRHRRGLPVRGQRTKTNARTRKGPKKTIAGK 
- KK 

% >RXN03093 TRANSLATE of: rxn03093.seq check: 5261 from: 1 to: 1839 

% VADTAGTTGSKKKYLVI VESATKAKKIQPYLGNDYI VEASVGHIRDLPRGAADI PAKYKK 

^ EPWARLGVDTDRGFAPLYVVSPDKKKKVADLKAKLKLVDELLLATDPDREGEAIAWHLLE 
«f; VLKPTVPVRRMVFNEITKPAILAAAENTRELDENLVDAQETRRILDRLYGYEVSPVLWKK 
VMPRLSAGRVQSVATRVIVERERERMAFVSADYWDLSAEFNARENGKADSDNPSSFTARL 
STIDGNRVAQGRDFNDRGELTSEAVVVDKQRAEALAEALEGQEMAVVGVEEKPYTRRPYA 
3 PFMTSTLQQESGRKLHYTSERTMRIAQRLYENGHITYMRTDSTSLSEQGMKAARDQALEL 
ft YGAEYVSPSPRTYDRKVKNSQEAHEAIRPAGETFATPGQLHGQLDAEEFKLYEL1WQRTV 
|| ASQMADAKGTSMKVTIGGTAKTGEKTEFNATGRTLTFPGFLRAYVETTRTADGRDVADNA 
K EKRLPLLSEGDLLKVLSIEADGHSTNPPARYTEASLVKKMEDLGIGRPSTYASI IKTIQD 

t RGYVYSRGNALVPSWVAFAVVGLLEANFTSLVDYDFTSSMEDELDNIAAGREGRTEWLNG 
f FYFGRCRSGSVHG 

>RXN03139 TRANSLATE of: rxn03139.seq check: 8976 from: 1 to: 249 

MKQRNNAKRVRLEQTRRPKKNPLKAAGIEKVDYKDINTLRQFISDRHKIRSRRVTGLTPQ 

QQREVATAVKNAREMALLPFTSR 

>RXN03148 TRANSLATE of: rxn03148.seq check: 7950 from: 1 to: 366 
MVINFI ILFLMIAITSFFVASEFALVKIRRSRLEQLEKENVKNAKLALHVTHHLDNYLSA 
SQLGITLTGLIIGWVGEGSVAALLEPVIGKLPFSSAISSTISVALGFILVTVYRCGYWRT 
AS 

>RXN03163 TRANSLATE of: rxn03163.seq check: 610 from: 1 to: 1497 

MAKTRVPAPEKSVARVLPLLGLPHLDRLFDYRISEDQHDDVQPGVRVRVRFGGRLVDAIV 

MSRTAQTSHEGKLMWLDRVISPIVVYPPQTAKLIEQLSDRYGGVRSDLIRSALPARHAGA 

EEADTSTSWESLGEVKEPDLSSWSAYQHGQSFVDAVLAGTTARASWQIAPGDDWALALAS 

LAVKVVKDGGGALLVVPDQRDLDRLEAALRGLVAAKQITVLNSGLGPQARYRRFLSVLSG 

QGRLIIGTRSAAFAPVKDLKLAVILNDGDDNLVDPRAPYAHAREVLTTRSSLEASSLIIA 

GHARTAETQLLVESGWMHNLIAPRDTIRTRMPRIQAVGDSDFQMERDPMARSARLPGIAF 

HAVRSALERDQPALIQVPRKGYVPTLACGNCRTPARCRHCNGPVGLPQGSSDLAGVPTCR 

WCGRPDSRFKCQNCGSPKLRAVVLGTERTAEELGRAFPSVRVITSGGNKVVDSVENRASI 

VVSTPGAEPFVANSPERPE 

>RXN03166 TRANSLATE of: rxn03166.seq check: 5429 from: 1 to: 2235 
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T 



No.:BGI-130CP 



MTTSETAPSKASLYELLEGVSLSDERTFRRRLSKARAPKALGAIKADIDKARLLIDEKSQ 
LIPSITYPENLPVSSRRDDIAEAIRDNQVVIIAGETGSGKTTQIPKICLDLGRGRRGLIG 
HTQPRRLAARTVAERIADELGQDIGESVGYAIRFDDRVSSHTSVKLMTDGILLAEMQRDR 
FLNAYDTI I I DEAHERSLNI DFILGYLRQLLPKRPDLKVI ITSATI DPERFAEHFADASG 
KPAPI IEVSGRTFPVEIRYRPLEVLDGDKI IDTDPLDGLCSALEELMAEGDGDILCFFAG 
ERDIRDAMEAIEARRWKGVEVTPLFGRLSNQEQHRVFSPHSGRRIVLSTNI AETSLTVPG 
I HYVVDTGTARI SRYSVRTKVQRLPI ENI SQASANQRSGRCGRVADGI AI RLYSEDDFNS 
RPEFTDPEILRTNLASVILRMASLRLGDINDFPFVQAPEQRSIRDGILLLHELGALTDDT 
QADGSPQLTQIGKDLANIPVDPRMARMLVEANTLGCLHSVMVIVSALTIQDVRERPLEFQ 
AQADQAHARFKDTTSDFLGFLKLWEYIADQRNQSSGNSFRKQMKKEFLHYMRIREWWDLV 
RQLEQIGQQLGWAKKEQVAGTASPDIIHQSLLTGLFSQIGSRDGESKEFTGARGTKFLVF 
PGSALTKKPPQFIMAGQLVETSRLWARDVAKIEPEWVEKAAGPLLKHQYSEPYWSSKRGG 
CHGAPQINALRCDNCCRQGSSLPHG 



>RXN03175 TRANSLATE of: rxn03175.seq check: 2273 from: 1 to: 783 

VRASEKDTATALQPALDNGWHYIGAPAAAKGRAGVGILSRHELEDVNIGFGSFLDSGRYI 

EATIKDTTLDVPVTVASLYLPSGSAGTDKQDEKYRFLDEFEGFLDQRAKERSHMVIGGDW 

NICHRREDLKNWKTNQKKSGFLPDERAFMDSVFGTFPDEATQVAGAGDFFGAVDYEGTRR 

REATTDPAWFDVARRLQPEGDGPYTWWTYRGKAFDTGAGWRIDYQAATAAMLERAERSWV 

DKAAAYDLRWSDHSPLNVIYS 



>RXN01389tr TRANSLATE of: rxn01389.seq check: 5202 from: 1 to: 684 
QDGDKLAGRHGNKGVVGKILPQKDMPFLPDGTPVDI ILNTHGVPRRMNIGQVLETHLGWL 
ASAGWSVDPEDPENAELVKTLPADLLEVPAGSLTATPVFDGASNEELAGLLANSRPNRDG 
DVMVNADGKATLIDGRSGEPYPYPVSIGYMYMLKLHHLVDEKIHARSTGPYSMITQQPLG 
GKAQFGGQRFGEMEVWAMQAYGAAYTLQELL 
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